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<210> 1 

<211> 1569 

<212> DNA 

<213> Saccharomyces cerevisiae 

<400> 1 



> 6 2002 



aatattacat 


atagatatag 


gacaagcccg 


cattttcata 


ctgaaaggta 


aacttctatt 


60 


attatagtgg 


tatccaacgt 


tcaccgcttc 


cagcatagca 


gaaattacgt 


gtttttgcat 


120 


atgttatgct 


gatcattgta 


tgcttactac 


catttttctt 


tgcttcgcct 


tgccttcttt 


180 


gacgtttttt 


tgaagcaaaa 


aaaaagtcaa 


gacagatgtg 


cttacaaaac 


catgtaaggc 


240 


tcattttcaa 


agaagctact 


aatagaaaga 


gaacaaagag 


tttacgagtc 


tggaaaatca 


300 


atggaggcca 


agatagatga 


gctgatcaat 


aatgatcctg 


tttggtccag 


ccaaaatgaa 


360 


agcttgattt 


caaaacctta 


taatcacatc 


cttttgaaac 


ctggcaagaa 


ctttagacta 


420 


aatttaatag 


ttcaaattaa 


cagagttatg 


aatttgccca 


aagaccagct 


ggccatagtt 


480 


tcgcaaattg 


ttgagctctt 


gcataattcc 


agccttttaa 


tcgacgatat 


agaagataat 


540 


gctcccttga 


gaaggggaca 


gaccacttct 


cacttaatct 


tcggtgtacc 


ctccactata 


600 


aacaccgcaa 


attatatgta 


tttcagagcc 


atgcaacttg 


tatcgcagct 


aaccacaaaa 


660 


gagcctttgt 


atcataattt 


gattacgatt 


ttcaacgaag 


aattgatcaa 


tctacatagg 


720 


ggacaaggct 


tggatatata 


ctggagagac 


tttctgcctg 


aaatcatacc 


tactcaggag 


780 


atgtatttga 


atatggttat 


gaataaaaca 


ggcggccttt 


tcagattaac 


gttgagactc 


840 


atggaagcgc 


tgtctccttc 


ctcacaccac 


ggccattcgt 


tggttccttt 


cataaatctt 


900 


ctgggtatta 


tttatcagat 


tagagatgat 


tacttgaatt 


tgaaagattt 


ccaaatgtcc 


960 


agcgaaaaag 


gctttgctga 


ggacattaca 


gaggggaagt 


tatcttttcc 


catcgtccac 


1020 


gcccttaact 


tcactaaaac 


gaaaggtcaa 


actgagcaac 


acaatgaaat 


tctaagaatt 


1080 



25156216 



ctcctgttga ggacaagtga taaagatata aaactaaagc tgattcaaat actggaattc 1140 

gacaccaatt cattggccta caccaaaaat tttattaatc aattagtgaa tatgataaaa 1200 

aatgataatg aaaataagta tttacctgat ttggcttcgc attccgacac cgccaccaat 1260 

ttacatgacg aattgttata tataatagac cacttatccg aattgtgaaa taaattgatc 1320 

aatcaaatta gtggaggaag atagtcagaa ataaagcctt ctctcctcct ctttcgcatc 1380 

tatacatacg atttcatata tacgtttcat tgcatcatct tttgatatat ctcaaaaaga 1440 

tctcttagtt cgcaaatagt caaatcttca aatttatagc ctttatattt tttccacgat 1500 

ttctgaaact cctttttatc agcaccgtta atgctagcgg ttactgtcaa atcgccggta 1560 

aattcgcga 1569 

<210> 2 

<211> 7837 

<212> DNA 

<213> Drosophila melanogaster 
<220> 

<221> misc_f eature 

<222> (1) . . (7837) 

<223> n equals unknown 



<400> 2 
aattcttggt 


tggtttattg 


caatccctgt 


gtaattaaca 


aaaaatgagc 


taaaaagcta 


60 


ttttccacgc 


aagcaaccca 


attgaaatag 


ggatggcacg 


tgcagctggc 


cgattaatcg 


120 


atatttagcg 


agggaagcca 


ataattatat 


ggctttttct 


ggctactact 


taaaaggtta 


180 


tttataaccg 


acttaaatta 


aaaaagtaca 


tgaaataaat 


tattttaggt 


aattttaatt 


240 


tttggcttat 


ctggtttaat 


aaaagttggc 


ggaaaatagc 


caacatctat 


taagccacat 


300 


ttcccatctc 


ttgtcatatc 


gatgatacct 


ctacaaaaag 


ccctcctaac 


cctatcgata 


360 


gaaacatcga 


cttgcgatca 


tctccaatat 


gcaggccgcg 


gaagaacttc 


aataacagtc 


420 


tgtttttggt 


ctttccgtgg 


tgtaattgat 


ttgagttgtg 


cggataacgc 


gaaaaaccaa 


480 


tcgacgagcg 


tcggccagca 


attctagtca 


cgcgtgtcgc 


gaagccaagc 


ggtaaacaaa 


540 


aagcacgccc 


cacaccgcag 


tgacccccct 


ccatcaacac 


caacaccacc 


accccccgcg 


600 


ctctatcaaa 


acaacaaaag 


cacacacgca 


aggccacggc 


ggagcagcaa 


caagaaaaac 


660 


aacaacaacg 


gcgacaacaa 


tggaagaact 


gaacatcata 


ttacagaaga 


ccaaagataa 


720 


atcaacgcaa 


aaggagcagg 


atgaggtact 


tatcccacgg 


cttaatcctt 


ccggaccccg 


780 


tgaactttga 


cattcgaaag 


tggcaagcga 


acgagagaca 


caacagcaaa 


ctaaccagct 


840 


attttggcct 


tccttccgtt 


ctccttcttt 


ttcgacccac 


ttcattttgg 


gctttattta 


900 
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catgtggccc 


acgcacgcaa 


aacgctatcc 


agattctgct 


gcagcccttc 


acatacatac 


960 


aacaaattcc 


tggcaagcaa 


ttccgctctg 


agttggcctt 


ggccttcaat 


cactggttgc 


1020 


tcataccggg 


cgaaaagttg 


gcgcaaatcg 


gaaacattgt 


gcaaatgctg 


cacaattcca 


1080 


gtttgctgtg 


agtatatatc 


aattatctga 


ttaatacccc 


tatatcaaat 


taataccacg 


1140 


ccaataaatc 


accatgaaac 


tacagacaat 


gcagtgtttt 


tggcccaaaa 


ttgtatatac 


1200 


tgcgtatata 


ctctattaaa 


aagtttagca 


aagttaactt 


aaccgataaa 


tattatcata 


1260 


acaaagtact 


gactaactgg 


catatcaata 


ttaaaacaaa 


atattttact 


aaaatatcac 


1320 


aatacatact 


tttgtactca 


ctaaaaatat 


gtctgtaaaa 


aaccatataa 


aatcancgct 


1380 


agtttaaata 


cctgtcgatt 


tattgccagc 


caactaatca 


gctagtcgtg 


ctttactttt 


1440 


tanttttgac 


ctttgccttc 


cttcgttttt 


cgctccccca 


ttatttggct 


ttgtttaccc 


1500 


tgtggngggc 


cccccccccc 


cccccccttc 


aaacacaaaa 


cacccgaacg 


tttgaccccc 


1560 


accccgtttt 


ggccacttct 


cctgcatgtt 


ttatctcaat 


tcacacttgc 


agagtctgta 


1620 


tttgtataca 


tttggcttat 


ttgctttcgt 


tcagatggat 


tccagttaaa 


tgcctaatcg 


1680 


agtgtaaagt 


tcttttgggc 


aagtgatgaa 


aacagtagag 


actccacgct 


ccaaaaatgt 


1740 


gaaaatgctg 


ccatatgctc 


gttgaagaaa 


ctcttatcat 


catcagctca 


gttcgtttcc 


1800 


acaacgcgca 


tatgttatat 


agaactttgc 


tttatcattt 


cgttgactca 


ctcgcatctt 


1860 


ttcccaattg 


gatttgacca 


tatacacagt 


ctcgcacatt 


tgtggattat 


ttggccagag 


1920 


cgttgtacgc 


tggcctcaaa 


tcaattttca 


aatttcatca 


tgagcccgca 


ggtttctctg 


1980 


tttacaattg 


aatttctttg 


caatccaatg 


tggattcgga 


aattgcataa 


attatttaga 


2040 


tttttccccc 


agggcggcct 


acggaggaaa 


agcgaagaat 


aagatgatgt 


tggcttgcca 


2100 


acaaaacagt 


cgcaattaaa 


ctttgaactc 


agccaattga 


agtgtctgcg 


ccgcttttca 


2160 


attgaaggca 


gtaaagtgag 


tcgaagtgac 


cagggatttt 


cgcctatctt 


caggcagcag 


2220 


ctatggaagt 


attcatctcg 


ctttcaagct 


aatcccgtcc 


tgcctccggc 


cacctgtcgc 


2280 


cattaaccat 


tcggaggcaa 


acactcagga 


atggccttaa 


ttctgcttaa 


aatccccagc 


2340 


attgttcctc 


gagacagcag 


gcagtctcat 


tcctccgcca 


agtggcctgc 


atgttcttgg 


2400 


tgttccctac 


tttttttttt 


ttttacgttt 


ttagtaatgc 


attttcatat 


tggcaaaaaa 


2460 


cttagttttt 


acaacgacgc 


cagcagttgc 


agccatagtg 


cctcctcgta 


cgaccctcgt 


2520 


ccgtccgttc 


gtcattcatg 


cacttatgcc 


cattgtcagt 


tagtcaggcc 


gtcgccagtc 


2580 


gacaggcatt 


gtcacaactc 


ttgccacgca 


gcccattttc 


ctcattttcc 


ccaacaccaa 


2640 


ccagcctcct 


ttgcacccaa 


tccccatccc 


ataccatacc 


attcctcatc 


ccatcctttc 


2700 


catatcccgg 


cccctttgtg 


cgttgtcgct 


tcaacgccca 


cgccttcgtg 


ccaagccatc 


2760 
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caatcccgtc 


ccgtccccat 


accatccata 


ttccctacca 


atgactttgc 


cagctttggc 


2820 


ggagcgcaaa 


cattttttaa 


ttacgcaaat 


gttgggctgc 


ccagctcgtt 


ttacccgccg 


2880 


ggcatcgtag 


ttattgaagc 


gatggcggcc 


tttaagcgag 


gcttaaattt 


acacatccat 


294 0 


tattttggtg 


gaatgaggag 


cgccaacgta 


tgtttataaa 


tatgaatgtg 


gatggtggac 


3000 


acatggaatc 


cgcggctccc 


ttcgctcgaa 


ttgtgaaatt 


ctatttaaaa 


acccatactt 


3060 


ttctatgcag 


tacgtgttca 


tatagtgcaa 


ttctgaatta 


attgctatac 


aaaaacatct 


3120 


gctgataagt 


aaactattga 


atcttaaaac 


caagaaaata 


ttttcacatt 


tattctaatt 


3180 


tcaaaacatt 


actggctcga 


attctttctt 


tgctaagttg 


attgtaaggt 


agtaaaattg 


3240 


tagtatctaa 


tgcttgaaag 


tatattaagc 


ttgaatacaa 


gtacacaatt 


aactcacggc 


3300 


aaattatata 


catgtatgtt 


tttgatacta 


acttacagca 


ttgatgatat 


tgaagacaat 


3360 


tcgatccttc 


gcagaggtgt 


gcccgtggcg 


cattccatct 


acggcgtggc 


cagcaccata 


3420 


aatgcggcca 


actatgcact 


ctttctggcg 


ctggagaagg 


tgcagcagct 


ggatcatccg 


3480 


gaggtacgca 


aatccacctc 


tactatggag 


ctcaaagtaa 


tccgcgtttc 


ttgcaggcta 


3540 


ccaaggtgta 


caccgaacaa 


ttgctggagc 


tgcaccgtgg 


acagggcatg 


gagatatatt 


3600 


ggcgcgacag 


cttcacgtgt 


ccctccgagt 


cggattacaa 


gctgatgact 


gtgcgcaaaa 


3660 


ctggcggcct 


ctttatgctg 


gccattcgcc 


tgatgcagct 


gttcagctcc 


aacaaggaag 


3720 


actattcgaa 


gttgacggct 


atattgggcc 


tgtactttca 


gatacgcgac 


gactattgca 


3780 


atctgagtct 


gaaagaggtg 


agtgtataga 


ttggttggca 


atatgcataa 


gtcattgtta 


3840 


atctgtgata 


acattccgat 


gtagtacacg 


gagaacaaga 


gcttcgccga 


ggacttgacg 


3900 


gagggcaagt 


tcggcttccc 


ggtaatccat 


gcggttcgca 


cccaaaagca 


ggataaacag 


3960 


gttctacgta 


agtccaacgt 


cttgacctca 


accaaaggct 


tttcactcat 


taagctgatg 


4020 


gcttatggtt 


atatccacag 


acatattacg 


ccagcgcacg 


cacgacattg 


aggtcaagaa 


4080 


gtactgcatc 


accttgttgg 


aaaagctggg 


cagctttcag 


tatacacgca 


aggttctgga 


4140 


gtcgctcgac 


gcagaggctc 


ggtcggaggt 


tagtacttga 


agacaagcaa 


tgggaagtgg 


4200 


aagttgcttg 


gaagtcttga 


tgttaaaagt 


agaaattcgc 


acacatccca 


tcgttgctac 


4260 


gtgttttgtg 


ctaaactaaa 


gtaatctctc 


aacccacaca 


ggtggctcgt 


ctgggtagca 


4320 


atccgtacat 


ggaccgcctg 


ctcaacaagc 


tgctgtcgtg 


gaagacgagc 


gatagcgcca 


4380 


gcatcacgca 


gtcgaaccag 


atcaatcaca 


acaatgtctc 


acgcagcagc 


cccaaccaga 


4440 


acacgttcaa 


ttgcaattag 


cagccaaaga 


ggcaaaagag 


ggagcagttg 


tgaattgcga 


4500 


acggcagagc 


tttttttgcc 


gccaatccgg 


gacagcagca 


ggccagcagc 


cagccgacgc 


4560 



25156216 



-4- 



ctgcgtgcct 


cagtgcgccc 


ctgttgcgtt 


tcctgcagaa 


gctgaagata 


ttctgagatt 


4620 


tatgttaccc 


tttgccaaac 


cgaaaagccc 


acagagaacc 


cctaccttac 


tgtcaaccga 


4680 


aaccagagcg 


atgagaacgg 


aaataggagg 


aggataggat 


ttggatttga 


tagtgaatcg 


4740 


gatgaaatgg 


gatggataac 


aaaaccaaca 


gcagccttac 


agaaaattgt 


taagccaaaa 


4800 


gtaaattgat 


ataagccaag 


cttatcgttg 


agctagcaaa 


gagccatatt 


acagcttttc 


4860 


aaaaaatttg 


tttttttact 


tttacatttt 


actttatact 


tttaatttag 


ttttgcttca 


4920 


aatttactta 


tttagttagc 


tcgtttagtt 


tccccagttt 


tagtttcgcc 


caacgaatgg 


4980 


gagagggggg 


ggtggggatc 


aagcaaatct 


cgcagagcat 


tactgaatta 


tagaatatgc 


5040 


aattttttag 


ctcttgtatt 


tctaagtgtg 


tttcgtattc 


gtaactcaat 


tctgcaagca 


5100 


attttcaatt 


tctaagtgtc 


attttatcaa 


atctaactca 


ctcggaactc 


aatgtgcact 


5160 


tcctttatcg 


acgttgttcc 


attttaattg 


ttatacaaat 


gcgattcgta 


tacatacata 


5220 


catatgtact 


attaacgaca 


aattgttaat 


gttttatgca 


gacactataa 


aatcaacaca 


5280 


aatgaacgca 


actatatata 


ttgaaataat 


gataatgatg 


cactgcacgg 


caggtttttg 


5340 


cacattgcac 


cacctaaaaa 


atatatacat 


atattatata 


taaaaatata 


tatattttta 


5400 


ttgtagttat 


acacatgaaa 


gaaacaaaaa 


gaaataaacg 


gcaagagaaa 


ccggaaaaat 


5460 


aacaagaaaa 


ttaaccagat 


tgctgaagtg 


gaaatggaaa 


actataaact 


atgcgaacat 


5520 


tttacggtag 


aaacgacaac 


taatagccga 


gaatttacag 


tgcacgccca 


gatgcagcta 


5580 


aacgcaaacg 


cacctaacat 


tttgcccata 


tactatatac 


tactaatgaa 


aacattgaaa 


5640 


tatatgtaaa 


tgtatttaaa 


taaatattta 


tgccaagttg 


tcaactatag 


tttaagtgtc 


5700 


gggggatcat 


ttacaaatag 


tcgccatatc 


ggcatgttaa 


ctgcttatcc 


agaattatac 


5760 


attcatttag 


aaagaataca 


tttttaatat 


ccatttctta 


acctagtaaa 


aataggtttc 


5820 


ctaactgttt 


taaatgtgta 


tttaaataga 


aacgtagaaa 


tacgttattg 


tatgcttggt 


5880 


atgtacataa 


gttagtcata 


attacttatc 


cattagcttt 


tgttttcagg 


agactaagag 


5940 


tcctgctcaa 


tcatatccat 


cagctgcaga 


aactcctggg 


aaagcgccat 


cgacctcgtt 


6000 


ttccccatcg 


ccatactcct 


cataatcatc 


gtcgtcctgc 


atgaaaacca 


aatttttgag 


6060 


taatggaaca 


aatgccagct 


aaagtttttg 


caactaacct 


cgaaaccaaa 


gcagtttttg 


6120 


gcactgatct 


tggagttggc 


gctcggttcg 


tgcttgacca 


acacctcctc 


gtcgccatta 


6180 


accagctcta 


cgaccattac 


ctcgccatca 


tccccttgcc 


attccacggt 


gaagtccgag 


6240 


ttgtccggct 


cctccttgat 


gtggaacgtc 


ttggtgcccc 


gttgacttcg 


gaggcgttga 


6300 


ttgatgatca 


tcggctgctt 


ttcggaggcg 


gcaagcctgg 


cctgtttgtt 


gataatgata 


6360 


ggtgctggct 


tgattctctg 


acggatcgga 


tcactgacta 


tggtttccac 


atcatcatcg 


6420 
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gcgtcttcag 


cctccgagtt 


ctccggctcg 


atttcagcca 


agtcatagct 


ctctgggttg 


6480 


tcatcctctt 


cgttttcctc 


ctggtcccgg 


tccatatcca 


catactgatc 


cttgatcaac 


6540 


gtgatgacag 


tgccatcttt 


ctgcagccgc 


acattgcggc 


ccaatttaag 


gcgacgccgc 


6600 


ttttcgcgag 


cattcgccga 


atcatcgtga 


gtctccatgt 


gtctcattag 


attacccttg 


6660 


tgggtaaact 


cccgcggaca 


actcggacac 


ttgtgcagtt 


tctcgcgcgg 


ttctggtggc 


6720 


tgatactctt 


cgttgtgcac 


gagattcata 


tggcggcgca 


gcaattgacg 


ctgccggaag 


6780 


gcctgcgggc 


actgatcgca 


atggaacggc 


ttttcgtcca 


ggtggatgag 


catgtgtgag 


6840 


gccaaatggc 


gttgggtgac 


cgaagcgtag 


ctgcacagct 


tgcagctgta 


acacttttcg 


6900 


ccctcgtgtg 


acttaacgtg 


cagcttgtat 


tgatagcgat 


cgggcagctg 


ctggccacag 


6960 


cgccggcatg 


tgattggcac 


atcagaggtg 


tgcatgtgtt 


taatgtgaac 


gcgcaggtca 


7020 


gccttccgac 


cgcaagttgt 


cgggcagtag 


ttgcactgaa 


agacgggctt 


gtcgaccacg 


7080 


ctgtggatga 


gcttgtgggc 


ctctagtgag 


ttagattgcg 


taaatcgcga 


ctagcagatg 


7140 


tcgcattggt 


acttcttctc 


gccggtgtgg 


ataaccatgt 


gtcgctttca 


gcttgaacat 


7200 


gtcctgcgat 


gcgtaggtgc 


agtgcggaca 


ttgatatggt 


ctcttcgtcc 


tgtctggcag 


7260 


gtcatgtggc 


ggcgcagttt 


ggtcatttcc 


acgctggcgt 


atgtgcactc 


cgtgcacttg 


7320 


tgcggttttt 


ccttagtgtg 


cttgtagcga 


gtgtgacgga 


ccagctcgcc 


gctggtggtg 


7380 


aaggcgcttt 


cgcagagctt 


gcacttgtgc 


ggcttattgc 


ccatgtgcgt 


gtttatgtgg 


7440 


ttttgcaggc 


ccacgttcga 


tcgaaaggac 


ctctcgcaga 


tggagcactt 


gaaggatggc 


7500 


tcgacgtcat 


gacttcgtga 


gtggcgcgtg 


atcagaaact 


tcttgctcgc 


cgtatacggg 


7560 


cagtgtgggc 


atgagtactt 


atgtcccgat 


gcattcgaat 


tctggctggt 


agaagaagct 


7620 


gtcttcagct 


tcacctcctt 


gttgcttagc 


acaaagtcta 


cgtccttctt 


gtcggcattc 


7680 


tcatcctctg 


tcgtcgcatt 


gtcctcaaat 


tcgtagacct 


cagcctcgtt 


tggcgtcagc 


7740 


gtagctgttg 


ctgcctttac 


ggcagcttcg 


tctacggtat 


agtccgacaa 


ttctgtcacc 


7800 


attgaactga 


tgtcgggctc 


atctaccagc 


tcctcga 






7837 



<210> 3 

<211> 2534 

<212> DNA 

<213> Human 

<400> 3 

agtgtgaccg ggatggcgca ttttcttgca ccaactaatg cggtgtcgct ggcggctgag 60 

gagggcggag agttctgtgg tgaaatagtg ggaaggattc atgtaggcat cgggaagagc 120 

ctaagtccac attataaaat aggaagttga tgcggggtac agttactccc ggaccggcgg 180 
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cgtgaaagtc 


gtgatatcat 


cgttgaacta 


ttagctttga 


agtttaaatc 


caatggagaa 


240 


gactcaagaa 


acagtccaaa 


gaattcttct 


agaaccctat 


aaatacttac 


ttcagttacc 


300 


aggtaaacaa 


gtgagaacca 


aactttcaca 


ggcatttaat 


cattggctga 


aagttccaga 


360 


ggacaagcta 


cagattatta 


ttgaagtgac 


agaaatgttg 


cataatgcca 


gtttactcat 


420 


cgatgatatt 


gaagacaact 


caaaactccg 


acgtggcttt 


ccagtggccc 


acagcatcta 


480 


tggaatccca 


tctgtcatca 


attctgccaa 


ttacgtgtat 


ttccttggct 


tggagaaagt 


540 


cttaaccctt 


gatcacccag 


atgcagtgaa 


gctttttacc 


cgccagcttt 


tggaactcca 


600 


tcagggacaa 


ggcctagata 


tttactggag 


ggataattac 


acttgtccca 


ctgaagaaga 


660 


atataaagct 


atggtgctgc 


agaaaacagg 


tggactgttt 


ggattagcag 


taggtctcat 


720 


gcagttgttc 


tctgattaca 


aagaagattt 


aaaaccgcta 


cttaatacac 


ttgggctctt 


780 


tttccaaatt 


agggatgatt 


atgctaatct 


acactccaaa 


gaatatagtg 


aaaacaaaag 


840 


tttttgtgaa 


gatctgacag 


agggaaagtt 


ctcatttcct 


actattcatg 


ctatttggtc 


900 


aaggcctgaa 


agcacccagg 


tgcagaatat 


cttgcgccag 


agaacagaaa 


acatagatat 


960 


aaaaaaatac 


tgtgtacatt 


atcttgagga 


tgtaggttct 


tttgaataca 


ctcgtaatac 


1020 


ccttaaagag 


cttgaagcta 


aagcctataa 


acagattgat 


gcacgtggtg 


ggaaccctga 


1080 


gctagtagcc 


ttagtaaaac 


acttaagtaa 


gatgttcaaa 


gaagaaaatg 


aataatgtta 


1140 


agccattctt 


gattggacct 


catagcttat 


tttagttaat 


cttttttttg 


tcttttagcc 


1200 


ttaccacctt 


ttaaaaaatt 


tgttattctc 


cagaaacagt 


aaataggtga 


gtaggggtgg 


1260 


tgcaagtgaa 


ttcgttttca 


tttagaagcc 


cctctgtaca 


gataatcaaa 


attcaaagtt 


1320 


gaaagaatca 


aaagcagcca 


cagttatgta 


ggtctgattt 


gaatgtcata 


attgcagtga 


1380 


caggacattg 


ccaccaactc 


tatcctacta 


ccatcaatgt 


tgtgtttatt 


ccgtcaataa 


1440 


aaaagacttg 


cttccaggaa 


tttttatcca 


tacactttct 


aactgtacta 


tctgggcagt 


1500 


tccaagccag 


tttctattag 


ctagctggac 


caaagaccac 


aaatctcttt 


ttttcctaaa 


1560 


cgctgctgta 


aggaatatct 


cacttttccc 


cccggaaaca 


ccctcactga 


agtcttctat 


1620 


gaaaaggctg 


ataatgggct 


gggcgcggtg 


gctcacgcct 


gtaatcccag 


cactttggga 


1680 


ggccgaggcg 


ggcagatcac 


gaggtcagga 


gatcgagacc 


atcctgacac 


ggtgaaaccc 


1740 


tgtctctact 


aaaaatacaa 


aaaattagct 


gggcgtggtg 


gtgggcgcct 


gtagtcccag 


1800 


ctactcggga 


ggctgaggca 


ggagaatggt 


gtgaacccag 


gaggcggagc 


ttgcagtgag 


1860 


ccgagatagt 


gcctctgcac 


tccagcctgg 


gtgacagagc 


aagactccgt 


ctcaaaaaaa 


1920 


aaagggctga 


taatgataaa 


cagtgagcac 


tccggtcctt 


tttcttacgt 


tttccttttt 


1980 
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tccttcctct 


ccaccccaca 


agttttgctt 


tttaaccaag 


gtgtctctgc 


ttgatgaaat 


2040 


tcacatgcta 


gtctaaatct 


ttttttctcc 


cttgtaacat 


ttatgtgccc 


caaactggtt 


2100 


agtatatggg 


tacagcattc 


cctttccaat 


tgggaagcgg 


aaaaagagag 


tatgggatat 


2160 


tttagaaggg 


agcctttgaa 


ccttattata 


tttccccatc 


attgatagtg 


acaatcttaa 


2220 


aagggttgtt 


ttcttacctt 


aagtacaaaa 


gcatggaaaa 


atgcgctttt 


ccttcccgcc 


2280 


cacatcacca 


ccccgacttg 


aagacagtag 


gtgcttgaat 


ggaaagtgag 


taggcatctt 


2340 


t aaccgccct 


gattaaagga 


aacrtcifctacfc 

u y i,y l. o ci y \_» 


r-frrja ci etna c 




oy u ci a v_ ^ a a d 


9 4 o n 


ggcttaatat 


caaacactaa 


ttagcttttt 


agtgccttaa 


ccctgacctg 


gttaccagtt 


2460 


ttctgtagtt 


tctacaccca 


agccactgaa 


gtcatctgtg 


geccaagagg 


taggacaaaa 


2520 


aaaaaaaaaa 


aaaa 










2534 



<210> 4 

<211> 3250 

<212> DNA 

<213> Arabidopsis thaliana 

<400> 4 



aagctttcta 


actaaccact 


tcatcaagac 


tgaacaatga 


ttctgtcatt 


egaaggggee 


60 


aattttggta 


agtatttcat 


atactcgagg 


tccagatttc 


actcttggta 


tatatagtga 


120 


ctaaactgga 


ccttaccaca 


gctagtttgg 


acttttgact 


aatcagactt 


taaacttaat 


180 


gcaatgtaga 


aaaagtgatg 


tgacaatatg 


tttcaacttt 


gctaccaaaa 


tttgcagaaa 


240 


tagttgctaa 


aacgtctcca 


cttacatacc 


taccaaaatt 


tcagacatag 


cacaatgatg 


300 


ctatagagaa 


acagaaggtg 


gtcatgatag 


gaggcttttt 


atgtgtgttt 


ttcactcaga 


360 


acttaattca 


aaaacactct 


gactcagtta 


tctttaccac 


aagaagttaa 


ccttcctctg 


420 


tttttacaat 


cttacacagt 


agagtttgtc 


atgatcttaa 


aacgcctcaa 


tgtattggtg 


480 


tttacgcaaa 


acataaagtc 


aaaatttgta 


tctttcttta 


attcttctga 


gattttatgc 


540 


atatatttca 


ttaaatctgt 


cttgaggacc 


aagtatggaa 


cttaaaatgg 


tttaacaagc 


600 


atatttcctt 


gttttatttt 


gtattagagg 


ctaatgaaga 


aactttacat 


tattctggtg 


660 


ttactattag 


atataaacac 


aactcaataa 


agtttacatg 


ctctgtaaga 


ttattatcat 


720 


gcggccgtgt 


tacagectgg 


ttctgtctgc 


aatgcggctg 


atacgaccgt 


ccaaccgccg 


780 


tctaagttcg 


ategcaaget 


ccgactctga 


gttcatttca 


tacatgaaca 


ataaggctaa 


840 


gtccatcaac 


aaagcactag 


acaattcaat 


tccactttgc 


aacaattctg 


ttcctctttg 


900 


ggagccagta 


ctcgaggttc 


acaaagctat 


gaggtacacg 


cttctctcag 


gcggcaaacg 


960 


agtaaggeca 


atgctctgtt 


tggtcgcttg 


egagctegta 


ggtggccaag 


agtcaaccgc 


1020 
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aatgcctgca 


gcctgtgcgg 


ttgagatgat 


tcacgcagcg 


tcgctcatcc 


tagacgacct 


1080 


tccttgtatg 


gatgacgaca 


gcctccgccg 


tggaataccc 


accaaccata 


aagtttttgg 


1140 


cgagaaaaca 


tccatcttgg 


cctctaatgc 


gctcatgtct 


ttggccgtca 


agcagacatt 


1200 


ggcatcgacc 


tcattggggg 


tgacttcaga 


gagggttctt 


cgggctgttc 


aggagatggc 


1260 


gagagctgtt 


gggacagagg 


gacttgtggc 


aggccaagca 


gcggatttgg 


ccggagaaag 


1320 


gatgagtttt 


aagaacgaag 


acgacgaatt 


gagatatctt 


gagttgatgc 


atgttcataa 


1380 


aaccgcggtt 


ttggttgaag 


ctgcggctgt 


tgtgggagct 


ataatgggag 


gtgggtctga 


1440 


tgaagagatt 


gagaggctta 


agagctacgc 


gaggtgcgtt 


ggactgatgt 


ttcaggtgat 


1500 


ggatgatgta 


ctcgatgaga 


ccaagtcttc 


cgaggagctt 


gggaaaactg 


ccggtaaaga 


1560 


tttgatcacc 


ggaaagctga 


cgtatccgaa 


ggtgatgggt 


gtggacaatg 


cgagagaata 


1620 


tgcaaagagg 


ttgaacagag 


aagcgcagga 


acatcttcag 


gggtttgatt 


ctgacaaggt 


1680 


ggttcctttg 


ttgtctctcg 


ctgattatat 


tgtcaagaga 


caaaactgac 


tgttgcacca 


1740 


tagcttaata 


atcaatgaaa 


agcatcaaag 


atgcaaagcg 


agaaagttat 


ttgtttgttt 


1800 


ttccttttaa 


acgaggaaaa 


aaggggtttg 


ttaaacatgt 


ttcgatttag 


ctaaccaaaa 


1860 


tttgcataaa 


tattacaatg 


gtcctgtatg 


gaagagagtt 


ttggaccttt 


tggtccataa 


1920 


tcttaaaaat 


acaacgatat 


gttttgtgtt 


gtaaactcaa 


aacttgaagt 


taaaaactct 


1980 


cacacaatta 


tcatccccac 


aagaagttaa 


ccatcgcaag 


ctctgattag 


actcacactt 


2040 


ctcggttggt 


ctccaagcta 


accggttcac 


agccgagaca 


tgacacatga 


acggttcgag 


2100 


ccgaagagca 


agagctgctg 


ttgcagtcgt 


accttcctct 


gtttctataa 


tctttacgtt 


2160 


ccacagctct 


attagcccgc 


tttccatccc 


cactgccacg 


cacccactct 


tctcgttgcg 


2220 


gtctagtcca 


gtccaagcca 


cggccgttac 


actgcttcca 


aacggaggca 


agacaagaat 


2280 


ctgtttaatg 


cgagcgtcgt 


tctcaactga 


ccagatcttg 


acagtcttgt 


cccttgatga 


2340 


agttgcaaat 


tggtggccaa 


acgggttcca 


tgaacatgcc 


catatgatcc 


tcttgtgtgc 


2400 


ttcaaccttt 


gccatgagtt 


tgtgactaac 


ctcaccattg 


tctgaacaga 


agcaaaaaaa 


2460 


cagacgagtt 


agagacgcta 


aaaacgtaga 


catttttcga 


tgttttgaga 


aaatctgatt 


2520 


tagaacggtg 


aagttgaaac 


cgcttgagtt 


acctgtcctt 


tggatagaga 


aaacggagaa 


2580 


gtgacgatct 


cttgagacag 


acaagagcag 


agtgtcatca 


taagagaact 


ccaagtgcgt 


2640 


caccgtcaag 


ctgtgagatt 


gcaaacgacc 


aacagctttc 


ca tgtcccaa 


cctcccatag 


2700 


ccatatctct 


gccatggatg 


cagattgagc 


ctgaagaagt 


ttgtggttca 


tatataaaat 


2760 


aataatttag 


taatggaatc 


ctgctcagtt 


agatctaaaa 


tataaatcta 


ggagattgaa 


2820 


gaagtgtaaa 


aaaattctga 


aaactgcatt 


aacttacctt 


acacgatgaa 


gcaacaaggt 


2880 



25156216 



-9- 



ttcccttgtg gtcagagcag agagaaaata gttcattacc atgaccatag agtttatgag 2940 

attccggcca taaagtatga aacgcaagct gatcttcgat tggaggctct ttcaactctg 3000 

ctggagccgc ctctggaact gtctcaaatg tatccaaacc ttcgcctccg ccatttctct 3060 

ccagtggttc actagaagct gcgaaaagaa attaagaatc tcaagattgc ttttggtaaa 3120 

aagctagtaa tggtgttaaa tcaatcaaaa tcacttacag tgtaagtaga taggtttctg 3180 

tgatagtcca agagcagaca tattcgctcc aagaacctgc acgtctgctt gtaaatcctc 3240 

agggaagctt 3250 

<210> 5 

<211> 1843 

<212> DNA 

<213> Mucor circinelloides f. lusitanicus 

<400> 5 



tctagatcct 


catcaatgcg 


gtgaggatct 


tttatttttt 


gcatcaagat 


gtttgtgttt 


60 


tcaagcaaga 


tagataccta 


ctgtaattac 


aagctgagca 


tgccgcagat 


caaatgacag 


120 


aaaaaaaggt 


gaaaccaggg 


caacaaacca 


gcacatgttg 


aattgccgcc 


cgacgcatat 


180 


atcaaagctg 


gaaaaagctt 


ggaaacttta 


cctttttctc 


tcttcttttt 


catatttatt 


240 


tgtcaaatac 


catgctcaac 


tcacacaaca 


gaaccgaaga 


aagatcgacc 


gaagacgtaa 


300 


gagtgtattt 


ctcqcracraac 


taatct ctga 


tgacatgctt 


gctaactggt 


CI V^J CI CL a. »— Ci \~4 G4- V— 


360 


cattttggag 


ccttacacct 


acttgatatc 


acagcctggc 


aaagatatcc 


gggcaaagtt 


420 


aatttcggca 


ttcgacctgt 


ggctgcatgt 


gcccaaggac 


gtgctgtgcg 


taatcaacaa 


480 


gattatcggc 


atgttgcata 


atgctagttt 


aatgtaagta 


gtgcttgtta 


tctcgccatg 


540 


agggggagga 


aaatggatac 


aattgctgat 


atcgatccca 


atacaggatc 


gacgatgtgc 


600 


aggatgactc 


tgatcttcga 


agaggtgtgc 


ctgtcgctca 


ccatatttat 


ggtgtacctc 


660 


agactatcaa 


cactgcaaat 


tatgtcatct 


tcttggcatt 


gcaagaagtg 


atgaagctga 


720 


acatccccag 


catgatgcaa 


gtgtgcacgg 


aagagctgat 


caatctgcat 


cgaggccagg 


780 


gcatcgagct 


gtactggaga 


gacagcctga 


cttgccccac 


cgaagaagag 


tacattgata 


840 


tggtcaacaa 


cagtaagtgg 


gcggtgtaga 


gatcgtgcat 


tgactcatga 


gtaacacgat 


900 


cgggcagaaa 


ccagcggttt 


attacgattg 


gcggtgcgat 


taatgcaagc 


agcaagtgaa 


960 


agtgacatgt 


gagtagatgg 


tgccacgtac 


acacacctat 


tctggctgat 


actgaactgt 


1020 


ggggagcagt 


gattacacac 


cgctcgtcaa 


cattataggc 


atccatttcc 


aggtgcgcga 


1080 


tgactacatg 


aacttgcaat 


ccaccagcgt 


atgtatcaaa 


ctcaaagggc 


gaagaaggag 


1140 


aagcatgctt 


acatgtgcct 


tgatatagta 


tacaaacaac 


aagggctttt 


gtgaggatct 


1200 
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gacagagggc 


aagttttcat 


ttcccatcat 


tcatgccatc 


agaaaggacc 


cttccaaccg 


1260 


ccaactgctc 


aacatcatca 


gccagaagcc 


cacatccatt 


gaagtcaaaa 


agtatgcatt 


1320 


ggaggtgatt 


cgcaaggcag 


gcagttttga 


atacgtgcgc 


gagtttctgc 


gtcaaaaaga 


1380 


ggccgagtct 


ttgaaggaaa 


tcaagcgttt 


gggtggtaat 


cctttgctgg 


aaaagtacat 


1440 


tgagaccatc 


agagtagagg 


ccaccaacga 


ctagtagatt 


gtcttttgga 


taccctgtca 


1500 


ataaacacac 


cttttcttta 


cccgtcattt 


tcgaaatgct 


gtactcgcat 


gattgcattc 


1560 


catcaactaa 


aaccatagat 


gcaatacaaa 


tacccccatg 


atagctatag 


tattagaaac 


1620 


tcttgttgag 


agaaaaggtg 


atgcaaagag 


tactactatc 


atcctactga 


taaacctgac 


1680 


ttgaagcgtt 


tacctttata 


aataaaggca 


ccgtcctctt 


gtcaagtccc 


aggcacacgt 


1740 


ttttaaaaca 


tgtttatgtc 


aacgtgctat 


tcaatggtgc 


caaaatatga 


taaacaaagt 


1800 


tgatattgac 


atacttgttt 


aagggaactg 


gagcaaagaa 


ttc 




1843 



<210> 6 

<211> 1057 

<212> DNA 

<213> Scoparia dulcis 

<400> 6 



atgagccttg 


taaaccccgt 


ctccacatgg 


ccaaacccca 


cccggagctc 


cgtattccga 


60 


cccaaacccg 


ccatcctcaa 


cacgacccac 


ttacccatct 


ccttcctatt 


cgccggaaaa 


120 


cccatctccg 


ccgtcctcac 


caaagagtac 


agccaccaaa 


cctcctccac 


cttcgacttc 


180 


aagaagtaca 


tgctcgagaa 


agcctcctcc 


gtcaacaaag 


ccttagaatc 


cgcagtctcc 


240 


ctcaaagaac 


ccctcaagat 


ccacgaatct 


atgcgctact 


ctcttctcgc 


ggggggcaaa 


300 


agggtccgcc 


ccatgctctg 


cctcgccgcc 


tgcgagctcg 


tcggcggcca 


cccctccacc 


360 


gccatgcctg 


ccgcctgctc 


catcgagatg 


atccacacca 


tgtccctcat 


gcacgacgac 


420 


ctcccctgca 


tggacaacga 


ccatctccgc 


cgcggccatc 


ccactaacca 


catcgtcttc 


480 


ggagaggacg 


tcgctgtcct 


cgccggcgac 


gctcttcttg 


cctattcctt 


cgaatactta 


540 


gccaccgcga 


cagagggagt 


ccttcctgaa 


cggatagtca 


gagtgatcgc 


cgagttggcg 


600 


aaatgtatcc 


gctcagaagg 


ccttctggcg 


gggcaggtgg 


tggatatatg 


ctctgaaggc 


660 


gtgagcgaga 


tcgggttgga 


gcatttggag 


tacatacatt 


tgcacaagac 


ggcggcgttg 


720 


ctcgagggct 


cggtcgtctt 


gggcgcgatt 


ttgggtggcg 


ggaatgatga 


agaggttgaa 


780 


aggttgagga 


agtttgccag 


gtgtattggg 


ctgttgtttc 


aggtggtgga 


tgatattctt 


840 


gatgttacta 


aaacgtcggt 


ggagctgggg 


aagacggccg 


ggaaagattt 


ggtggcggat 


900 


aagaccacgt 


atccgaagct 


gattgggatt 


gagaagtcga 


gggagtttgc 


ggagaagttg 


960 
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aaccgggagg cgcaggaaca gcttgtaggg tttgattcgg ataaggccgc gccgttgatt 
gcgctcgcga attatattgc gtatagggag aattgag 



1020 



1057 



<210> 7 

<211> 1107 

<212> DNA 

<213> Croton sublyratus 

<400> 7 



atgagttctg 


tgaatttagg 


ttcatgggtt 


catacttcct 


ctgttataag 


tcaagctacc 


60 


agatccagat 


ccaaatccaa 


acccttatcg 


ttttctcctg 


tttcgattcc 


tctgttttac 


120 


cgaaactcaa 


aacgcagcgt 


ttcgtatgtt 


tcagcgatcg 


tgactaagga 


tgaggagacg 


180 


attcaggaag 


aacagaataa 


gaattcaagt 


tcttctcttg 


gttttgattt 


caaatcttac 


240 


atggttcaaa 


aggctagtgc 


tattaatcaa 


gctttggaag 


ctgctgtttc 


gcttcgcgag 


300 


cctcttaaaa 


ttcatgaatc 


tatgcggtac 


tcacttttgg 


ccggcggtaa 


gcgagtccgg 


360 


ccggctttat 


gtcttgctgc 


gtgtgaactt 


gttggcggag 


atgaatctat 


ggcgatgcct 


420 


gctgcttgtg 


ctgttgaaat 


gatacatact 


atgtcgctta 


tacatgacga 


cctgccgtgc 


480 


atggataacg 


acgatctccg 


tcgtggtaag 


ccgacgaatc 


atattgtgtt 


tggtgaaaat 


540 


gtggcggttc 


ttgcaggtga 


tgcgcttctt 


gcttttgctt 


ttgaacatat 


tgctgtttct 


600 


actttaaatg 


tttctcctgt 


cagaattgtt 


cggggggtag 


gtgaattggc 


taaggcgatt 


660 


ggtgctgaag 


gattggttgc 


tggacaggtt 


gttgatatct 


gttctgaagg 


tttatctgaa 


720 


gtagatttag 


aaaagcttga 


atttattcat 


attcataaga 


cagcaaaatt 


gctggaagga 


780 


gcggtggtgt 


taggggcaat 


tatgggcgga 


ggaaccgatg 


aagaggtgga 


aaaattgagg 


840 


aaatatgcaa 


gggatattgg 


gttgttgttt 


caggtagtgg 


atgatattct 


tgatgtgacc 


900 


aaatcgtctc 


aagaattggg 


gaaaactgca 


ggaaaggatt 


tggtggcgga 


taaggttact 


960 


tatcctaagt 


taatggggat 


tgagaaatca 


agggaatttg 


ctgagaagtt 


gaataaagaa 


1020 


gctcaggagc 


aattggctgg 


tttcgatcct 


gagaaggcgg 


ctccattgat 


tgctttagct 


1080 


aattacattg 


catacaggca 


aaactaa 








1107 


<210> 8 

<211> 566 

<212> DNA 

<213> Glycine max 












<400> 8 
acgagcaaat 


tgaattccta 


gctagtactt 


aacataatgc 


agtgagattc 


acactcccaa 


60 


cgcttcctct 


ttctccctta 


aatatcttca 


ttcatctcaa 


caccaccacc 


acttccccac 


120 
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ttttgttact 


cagtatgctt 


ggagcccttc 


tcctcaacgc 


caacttcaag 


attcatttct 


180 


cactcatatc 


atgccaagcc 


cgtgtcccct 


tacccgtcaa 


gcccgcaccg 


ctcagaatgc 


240 


cctctcccca 


ctacccccac 


tgggcctcct 


tgcaggccga 


cattgaagcc 


cacctcaaac 


300 


aaaccattcc 


cctcaaagaa 


cccctcgagg 


tcttcgagcc 


catgctccac 


ctcgccttct 


360 


ccgccccccg 


gaccaccgtc 


ccggccctat 


gcctcgccgc 


ctgcgagctt 


gtcggcggtc 


420 


accgccaaca 


agccatggcc 


gcggcatcgg 


ccttgttact 


caacctcgcc 


aatgcacacg 


480 


cccatgaaca 


cctaaccgac 


gggcccatgt 


acggccccaa 


catagaactc 


ctcaccgggg 


540 


acggggattg 


tccgttcggg 


tttgag 








566 


<210> 9 
<211> 409 
<212> DNA 

<213> Lycopersicon esculentum 










<400> 9 
gatcaattat 


ggttttctcc 


atggtgatga 


gcttttcacc 


tagtttatgt 


cttccaagga 


60 


gccgcatggt 


tatgcagaaa 


gcaatccaat 


gctcttcttc 


tgtttcgaca 


gcatctgagt 


120 


ccgtcaagtt 


tgatcttaag 


acttattgga 


caactctaat 


tagtgatatc 


aaccagaaac 


180 


ttgatgaggc 


agttccagtc 


aagtacccaa 


atcagattta 


tgaggccatg 


cgctactctg 


240 


tcctggccaa 


gggtgccaaa 


aggtccccac 


ccatcatgtg 


tgtcgcagct 


tgtgagcttt 


300 


tcggaggaaa 


tcgccttgct 


gcctttccca 


ctgcctgtgc 


cttagagatg 


ggtcatgctg 


360 


cttcattgat 


tcatgatgat 


ttgccctgca 


tggatgatga 


cacaactcg 




409 


<210> 10 

<211> 318 

<212> DNA 

<213> Glycine max 












<220> 

<221> misc feature 

<222> (1) . . (318) 

<223> n equals unknown 










<400> 10 
cactttctta 


atccctaacc 


cattgtcatg 


agtgccctca 


atttgaacgc 


atggccacgc 


60 


cccagatcca 


gatccagatc 


ccgatcccca 


acctttcacg 


ccgtcaataa 


gttacccttc 


120 


ttcaccgtta 


ccaaacggag 


agcattctcg 


ctctctgcgg 


tgctcacggt 


cgagacggaa 


180 


gagaagccac 


caatcttcga 


cttcangaac 


tacatgcttt 


cannagcgtc 


cgcggtcaac 


240 


aaggccctcg 


acacntncgt 


ttcgctccgc 


gagcctaaga 


agatcacgag 


gcgattgcgg 


300 


tactcgctcc 


tcgcggcg 










318 
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<210> 11 

<211> 1889 

<212> DNA 

<213> Taxus canadensis 

<400> 11 



ggaagagcgg 


caatcattct 


gtcatttaaa 


ggttttctgc 


accgaaatcc 


tttaatttta 


60 


aggttttctg 


gaaggtgtgt 


gtgaaaattt 


gaagaaaatt 


aacaagactg 


taagtgtttt 


120 


tatatattta 


tgagctttgg 


tttacttggg 


tgttactgaa 


ttggaacata 


cgtgcatgtc 


180 


ggagcaaagc 


agcatatttg 


aaatttgtgg 


gtgttctttg 


aggtgtgttg 


cggatataga 


240 


tttgattgtt 


cagagttagt 


gtattttttt 


tttttgttgg 


ttagattaat 


tgggcaagtt 


300 


atagagaatg 


gcttacacgg 


caatggcagc 


agggacccaa 


agcttgcaac 


tccgcactgt 


360 


tgcttcctat 


caagaatgca 


atagtatgag 


gagttgtttt 


aaattgacac 


cttttaaaag 


420 


ttttcatgga 


gtgaatttca 


atgttccctc 


actgggtgct 


gctaattgtg 


agattatggg 


480 


tcacctgaaa 


cttgggtcat 


tgccatataa 


acaatgttcg 


gtgtcatcta 


aatccacaaa 


540 


aacaatggcc 


cagttggttg 


atttggctga 


aacagagaag 


gcggagggaa 


aggatattga 


600 


atttgatttc 


aacgagtata 


tgaagtccaa 


ggctgtggca 


gtggatgcgg 


cactggataa 


660 


ggcaatccca 


cttgaatatc 


ctgaaaaaat 


acatgaatca 


atgaggtatt 


cacttctagc 


720 


aggaggtaag 


cgcgtcaggc 


ctgctctgtg 


cattgcagca 


tgtgagcttg 


taggagggag 


780 


tcaggacctt 


gccatgccaa 


ctgcctgtgc 


aatggagatg 


attcatacca 


tgtctctgat 


840 


tcatgatgac 


ttgccgtgca 


tggataatga 


tgatttcaga 


agagggaagc 


caacaaatca 


900 


caaggtcttt 


ggagaggaca 


ctgctgttct 


tgcaggggac 


gccctgcttt 


catttgcatt 


960 


tgagcatatt 


gctgtggcta 


caagcaagac 


tgtgcctagt 


gataggactt 


taagggtgat 


1020 


atctgaattg 


ggtaagacaa 


taggctctca 


agggcttgta 


ggggggcagg 


tggttgatat 


1080 


tacatccgag 


ggggatgcta 


atgtggacct 


gaaaaccctg 


gaatggattc 


atatacacaa 


1140 


gactgctgtg 


ctcttggaa t 


gttcagttgt 




a t cct tggtg 


crtcrctacacra 


1200 


ggacgagatt 


gcgagaattc 


ggcggtacgc 


ccggtgtgtg 


gggcttctgt 


ttcaggttgt 


1260 


ggatgacata 


cttgatgtca 


ctaaatcttc 


tgaagaattg 


ggaaagactg 


caggaaagga 


1320 


tttgcttact 


gataaggcta 


cttatcccaa 


gttgatgggc 


ctggagaaag 


caaaagaatt 


1380 


tgccgctgaa 


ttggcgacga 


gagccaagga 


agagctgtca 


tcctttgatc 


agataaaggc 


1440 


tgcacctttg 


ttgggtcttg 


cagattacat 


tgcattcagg 


caaaactgag 


aacaaagctg 


1500 


taaagctatt 


cttacatatc 


atctgttttt 


ttttgacatc 


tgctgaaaat 


tagcaaataa 


1560 


ctttttcaag 


tttgtatctc 


ccctgaatca 


taacgattca 


ggacatgagg 


tttctggtac 


1620 
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1680 
1740 
1800 
1860 
1889 



cattgaaaag ggggcgctca ttgtagttgt tttttagcta attccaacct gttttctatg 
tttccacttt ggatcaattt gatgtagatt atgtttgtag gggtgacatt gttagacttg 
ttacatgtca tcaaattgtt ttttgcggcc ttaacatggt tttaactttt cactagcaat 
aaggtggcct aaagtgttta tgtaattttt caatatagat agatatcttt taacaaaaaa 
aaaaaaaaaa aaaaaaaaaa aaaaaaaaa 

<210> 12 
<211> 1283 
<212> DNA 

<213> Helianthus annuus 
<400> 12 

atttcttctt gttacaacaa caatcaaatc aaatccactt gtccaaccat gagacccatg 

agtttggttc attcatgttc catcttcacc ggatcttcat tcatcaaaac aacccccatt 120 

aacaacaaac ccactttcaa gattcaccaa agacccacaa ttagatccac aatttctgca 180 

gcaattgttg aagaagaagt agttgagttg caacaaaaac ccaaacccac tttcaatttc 240 

aacgcttaca tgttgggaaa gggtaattct gtccataaag ctcttgatga atcaattatg 300 

attaaaaacc caccaacaat acatgaagct atgaggtact ctttacttgc tggtgggaag 360 

cgcgtcaggc ccattctctg tattgccgcg tgtgagctcg tcggagggga ggaggccacc 420 

gccatgccgg cggcctgtgc ggtggagatg atacacacca tgtctttgat acatgatgat 480 

cttccttgta tggataatga tgatttccgt agagggaagc ccactaatca taaggtttat 540 

ggggaagacg ttgccgtttt ggcaggcgat tcgctgctgg cgtttgcttt cgagtatgtt 600 

tctagtagga cggaaggcgc atcgcctgca cgcgtcttgg ctgccatcgg ggagctcgcc 660 

aagtcgattg ggaccgaagg gctggtggca gggcaagtgg tggatattgc ttcaaccggg 720 

ggccaagata tcggattgga tcagctagag tttatacaca tacataaaac cgcagcattg 780 

ttggaggctt ctgttgtgtt gggagctatc ttgggtggtg ggagtgatgc gcaggtggag 840 

aagctgagga cattcgcgcg gtgcatcggg ttgttgtttc aggtgg tgga tg.ft.ctt 900 

gatgtgacca agtcgtccga ggaattggg, aaaaccgcag ggaaagattt gttggtggat 960 

aagacgacat atccgaaact gcttgggttg gacaagtcga ggcagtttgc ggaggagttg 102 0 

ctggcggagg ctaaacagca gctggaggag tttgaatcgc aggcggcggt ggcgccgttg 1080 

ttggctctgg cggagtatat agcttaccgc cagaactaat gttgttgtat tgtaacctag lf 40 

gttgctgttg tcatcaattt gattcatacc tgtttgatga tgtaagatta attgacttga 1200 

agaaacagga ggcaaattag atttttcttt t-n**- + ~~ - 

Cttt tgattgcaat ataccaccta tattatcatt 1260 

ctgaaaaaaa aaaaaaaaaa aaa 

1283 
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<210> 13 

<211> 1394 

<212> DNA 

<213> Sinapis alba 



^afctttaa attgattttg actccaattt tctctgagtc ctataaaaaa atcatttcat 
ttttgttctt ttaattgtaa tctgaaattg cagattgttg ttgaatggct tcttcagtga 
ctcctctagg ttcatgggtt cttcttcacc atcatccttc aactatctta acccaatcca 
gatccagatc tcctccttct ctcatcaccc ttaaacccat ctccctcact ccaaaacgca 
ccgtttcgtc ttcttcctcc tcttccctca tcaccaaaga agacaacaac ctcaaatcct 
cttcctcttc cttcgatttc atgtcttaca tcatccgcaa agccgactcc gtcaacaaag 
ccttagactc cgccgtccct ctccgggagc cactcaagat ccacgaagcg atgcgttact 
ctctcctcgc cggaggaaaa cgcgtcagac cagttctctg catcgccgcg tgcgagctag 
tcggaggaga agagtcttta gctatgccgg cgcgttgcgc cgtggaaatg atccacacca 
tgtcgttgat ccacgacgac ttgccttgta tggataacga cgatctccgc cgcggaaagc 
ccacgaatca caaagtttac ggcgaagacg tggcggtttt agccggagac gcgcttcttt 
cgttcgcctt cgagcattta gcgtcggcta cgagctcgga ggtttctccg gcgagagtgg 
ttagagctgt gggagagttg gctaaagcca tcggcaccga agggctcgtg gcgggacaag 
tggtggatat aagcagtgaa gggttggact taaacaacgt cggattggag catttgaagt 
tt.tac.ttt gcataaaacg gcggcgttgc ttgaagcttc agcggttttg ggtgggatca 
tcggtggagg gagtgatgaa gagatcgaga ggctgaggaa gttcgcgagg tgtattgggt 
tgttgtttca ggtgg tt gat gatatcttgg acgtgacgaa atcgtctcaa gaactgggga 
aaaccgctgg gaaagatttg attgctgata agttgactta tccgaagctc atgggtttgg 
agaaatcgag agagttcgct gagaagttga atacagaggc acgtgatcag cttttagggt 
ttgattccga caaggttgot cctttgttgg ctttggctaa ttacattgcc aatagacaga 
actgatgttc tgtgtgtgtg ttttttagtt cttgtcggaa ttctctctga tcttgttttc 
atatcgaatt gtagaattat tggagagaag ctaaaacaga ttctagtgtt tgtaatggct 
atctcatgtg ttggtatgat tgctatgtta tagattttaa tgttaagaga gatcagtgat 
tctagtaaaa aaaa 



60 

120 

180 

240 

300 

360 

420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1320 
1380 
1394 



<210> 14 

<211> 1271 

<212> DNA 

<213> Catharanthus roseus 
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\ 



gaattcaaJt acaacatggg ttccagccca atcaatttat tgtttggaga atggcagatc 
cagttctatg cgctctaatc tttgtcaccc tctcaaaaat caacttccca tttctttttt 
tctttcgggc acaatccgaa agcccatttt cagttgttct cgtctctcaa tttctgccat 
tataacgaaa gaacaaaccc aagaagagag cgaaagcaaa agcaagaaag aggtagcctt 
ttcttcctca tcttcatttg atttcaaggc atatatgatt ggaaaggcca attctgttaa 
taaggcattg gaagatgcag tcttggttag ggaacctttg aaaattcatg aatctatgag 
gtactcactt ctagctggtg gtaaaagagt tcgtcctatg ctctgtattg ctgcttgtga 
actttttggt ggaacagaat ctgttgccat gccttctgct tgtgctgttg agatgattca 
tactatgtct ctgatgcacg atgaccttcc ctgtatggat aatgatgatt tgagaagagg 
gaagccgaca aatcataagg tttttgggga ggatgttgct gttttagctg gggatgccct 
tcttgcattt gcctttgaac atatagcaac tgctaccaaa ggtgtctctt ccgaaagaat 
tgtgagagta gttggggaat tggctaagtg tattggttca gaagggctgg tggctggaca 
ggttgttgat gtgtgctctg agggcattgc tgatgtaggg cttgagcatt tagagttcat 
ccatattcac aagactgcag ctttattaga agggtctgtg gttttagggg caattgtggg 
tggtgctaat gatgaacaaa tttccaaatt gaggaaattt gctaggtgta ttgggttgtt 
gtttcaggtt gtagatgata ttcttgatgt tactaaatct tctcaagaat taggaaaaac 
tgcagggaaa gacttggtgg cagataaggt cacttatcct aaacttcttg gtattgataa 
gtccagagaa tttgctgaga agttgaatag agaagctcaa gaacaacttg ctgagtttga 
tcctgaaaag gctgctccat taattgctct agcaaattac atagcctaca gagataacta 
ataatatgtt gtttaagtta taagagaatt tcacatttaa gatagactat accaatagaa 
ttagatattg ttgtcacaca agatatgagc tggtaattct ttcacattgt taatggaaat 
gatccgaatt c 



<210> 15 

<211> 1428 

<212> DNA 

<213> Capsicum annuum 



'agagaatagg aaacaatatc atgacagtcc aacatctcga ctccatataa aatagtccac 
tcaacactac tttatataca tcttcccata ttctaatatt tttaagctta ctttctccaa 
gtgaaattgc accacaaatc tcaaaaaaat gagatctatg aaccttgttg atttatgggc 
tcaacaagct tgtttagttt tcaatcaaac tttgtcttat aaatccttca atggattcat 



180 

240 

300 

360 

420 
480 
540 
600 
660 
720 
780 
840 
900 
960 
1020 
1080 
1140 
1200 
1260 
1271 



180 
240 
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gaaaatccct 


ttgaaaaatt 


ccaaaattaa 


tcctaagtta 


aataagaaaa 


gaccattttc 


300 


tcctctaaca 


gtttcagcaa 


ttgctactac 


caaagaagat 


gaaagaattg 


aagcagcaca 


360 


gacggaggaa 


ccattcaatt 


tcaagattta 


cgtaacggaa 


aaggctattt 


ctgtaaacaa 


420 


ggcattagat 


gaggctatta 


ttgtaaaaga 


accccatgtt 


atccatgaag 


caatgcgtta 


480 


ttcccttctc 


gccggcggca 


aacgggtccg 


gccaatgctt 


tgtctggccg 


cctgtgaact 


540 


cgtcggcggc 


aaccaggaaa 


acgccatggc 


cgccgcttgc 


gccgtcgaga 


tgatccacac 


600 


tatgtcactc 


attcacgatg 


atttaccttg 


tatggacaac 


gacgacctcc 


gccgcggaaa 


660 


acctaccaac 


cacaaaatct 


acggcgagga 


cgtcgccgtc 


ctcgcgggag 


actccctcct 


720 


cgccttcgcc 


ttcgaacaca 


ttgtcaactc 


cacggccgga 


gtcaccccgt 


ccagaatcgt 


780 


aggcgctgtt 


gcggagttag 


ctaagtccat 


cggaaccgaa 


ggactggtcg 


ccggacaagt 


840 


agcagacata 


aaatgcaccg 


gcaacgctag 


cgtctctcta 


gaaacgctgg 


aattcatcca 


900 


cgtacacaaa 


acggcagctc 


tcctagaatc 


ctccgtcgta 


ctcggcgcaa 


tactcggcgg 


960 


cggcacgaat 


gtcgaggtgg 


agaagctacg 


gaggtttgcc 


agatgcatcg 


gattactatt 


1020 


tcaagtagtt 


gatgacatac 


ttgacgtgac 


gaagtcgtca 


gaggagctcg 


gaaaaactgc 


1080 


tgggaaagat 


ttggttgtcg 


ataagacgac 


gtatccaaaa 


ttgttgggat 


tagaaaaggc 


1140 


taaggaattt 


gcggcggagc 


ttaatcggga 


agcgaagcaa 


cagctggaag 


ggtttgattc 


1200 


gcgcaaagct 


gctccgttga 


t tgca t tggc 


taattatatt 








aatagtaata 


ttatggaatg 


aatgtgctaa 


ttcttcattt 


gatttaccaa 


atggaaatga 


1320 


aggtgatcga 


tctattaatg 


aatcaattgc 


ttatcttgtt 


gatacaaatt 


ggagtcttaa 


1380 


attcgtaatt 


atatattacg 


actttcagtg 


tgcttatgtt 


ggtaatat 




1428 



<210> 16 
<211> 3900 
<212> DNA 

<213> Streptomyces griseus 
<400> 16 

agatctcgga aaggcgtgag atgggccgcc gccagcctac gaagcactcg ttcagtgatt 60 

ctccgcgccc ggcccacgac gtgcgcggag gccgccacca caccccgtcg tccgaggacg 120 

cccgggtcgt ggactcggac gtggtcggtt cggtcctgcg caccgcacgg gccgtgctgg 180 

cggaccggat cgacgaggcg gtgcggagcg acgcctcgtt ctgcgaggag ttggcacggc 24 0 

gggtcgccga cttcacgctg gagggcggca agcggatgcg gccccgcctc ctgtggtggg 300 

ggatgcgttc ctgtggtgcg gcggagacgg cggccgcgct gcggctcggg gtggcgctgg 360 

agctgatcca gagctgcgcg ctcatccatg acgatgtgat ggaccgctcg cggcttcgcc 420 
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gggggaagcc 


tgccatgcac 


atcggtctgg 


cagaacgtgc 


gggtctctcg 


ccggattccg 


480 


agcggggttc 


cgacttcggc 


gcctcggccg 


ccgtgctggc 


gggggacctc 


gcactggtct 


540 


gggccgacga 


cacggtggcg 


gagaccgtgc 


tgtccgccgc 


ccagcgtcgt 


cggatcggcg 


600 


ccctgtggcg 


ggccatgcgg 


accgagatgg 


tcgccgggca 


gtatctggat 


ctgcgtggcc 


660 


agctcagcgg 


tgggtcgtcc 


gtggcgcaag 


ccttgcggac 


cgcctgcctc 


aagagtgcct 


720 


cgtactccgt 


cgagcggcct 


ctggcgatcg 


gcgccgccct 


ggcgggcgcc 


gatgaccgga 


780 


ccaccgacgc 


tctgcgctcc 


gccggccggt 


gtgccggtat 


cgcctttcag 


ctgcgggacg 


840 


atctgctcgg 


ggtcttcggc 


gacccggcgc 


tgaccgggaa 


gccgtccggc 


gacgacatcc 


900 


gcgagggcaa 


gtcgacctat 


ttgctggctg 


tcgcccggaa 


ctcggccgaa 


gcgtcgggcg 


960 


acgaacaagc 


actggcggta 


ctcggccgcg 


ccaccggcaa 


cgccgacctc 


accgaggagg 


1020 


atctcgcgga 


cgtacgcggc 


gtgctcgagg 


tgacgggggc 


gcgcgcccat 


gtggagcgga 


1080 


aggcggagca 


cctccgcgac 


cacgccgtac 


gtcgtctggg 


acaggccgtc 


gacgtggacg 


1140 


cgcacggcgg 


ccgccagttg 


ctcggtctgc 


tgcgcacggt 


ctccggggag 


cggaccgccc 


1200 


actcccccac 


caccgccggt 


gagacgcacg 


gtggcggcac 


cggggtggca 


ggggcctcac 


1260 


cggtcctgat 


gacgaccgaa 


ggaggtaatg 


cggggtgatc 


acggtcaagg 


ggcccgtcga 


1320 


ccatgtggtg 


gtggtcggtg 


ccggtctggc 


aggactggcc 


gccgcgctgc 


acctgctggg 


1380 


cgcgggccgc 


cgcgtgacgg 


tcgtcgagcg 


ggaggacgtg 


cccgggggcc 


gggccgggct 


1440 


cctggagtcg 


ggcggcttcc 


gtatcgacac 


cgggccgacg 


gtactgacga 


tgccggatct 


1500 


ggtggaggat 


gccttcgccg 


cggtcgggga 


gcggatggcc 


gaccggctgg 


aactgatcag 


1560 


gctcgccccc 


gcctaccggg 


cgcggttcgc 


cgacgggtcc 


cagctcgacg 


tgcacaccga 


1620 


cggtgccgcg 


atggaggccg 


ccgtcgagga 


gttcgcgggg 


gcccggcagg 


cggtcggcta 


1680 


ccggcggctg 


cggatctggc 


tggagcgcct 


ctaccgggtg 


cagatgcgcc 


gtttcatcga 


1740 


caccaacttc 


gactcaccgc 


tccagctcgc 


ccaccccgac 


ctggcccgcc 


tcgcggcgct 


1800 


cggcggtttc 


ggccggctcg 


acgcgcggat 


cggacacttc 


gtctcggacg 


agcggctgcg 


1860 


cagggtcttc 


tccttccagg 


cgctgtacgc 


gggcgtgccc 


ccggcacggg 


cgctggccgc 


1920 


gtacgcggtg 


atcgcctaca 


tggacacggt 


ggccggtgtg 


tacttccccc 


ggggcggcat 


1980 


gcacgctctg 


ccccgggcga 


tggcggacgc 


ggcctccgac 


gcgggagccg 


tgctccgcta 


2040 


cgggcagagg 


gtqacccqqc 

3 3 3 3 


tqqacrcqttc 




atcaccacta 




2100 


ccaggagcac 


attccgtgcg 


acgcggtcgt 


cctgaccccc 


gatctgcccg 


tcagctaccg 


2160 


cctgctcggc 


cgcaccccgc 


accgccccct 


gcctctgcgg 


cactcgccgt 


ccgcggtgat 


2220 


cctgcacacg 


ggcacggatc 


gcacctggcc 


ggacctggcg 


caccacacca 


tctccttcgg 


2280 
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cgcggcctgg 


aagaacacct 


tccacgaact 


cacccgcacc 


ggccggctga 


tgtcggaccc 


2340 


ctcgctcctc 


atcacccggc 


ccaccgcgac 


cgacccctct 


ctcgcaccgc 


cgggcaagca 


2400 


cctccactac 


gtgctggctc 


cctgcccgaa 


caccgaggtc 


gggcccggcg 


tacgggaatg 


2460 


gcgggagctg 


ggaccccgct 


accgggacga 


gctgctggcc 


gagctggagc 


gccgcgagat 


2520 


gcccggtctc 


ggcgcggcga 


tcgaggagga 


ggggctggtc 


acgccggtcg 


actggaccgc 


2580 


acaggggcat 


gcggcgggca 


cccccttctc 


cgtggcccac 


accttccccc 


agaccggacc 


2640 


cttccggccg 


cgcaacctgg 


tgcggggcac 


ggtcaacgcc 


gtcctcgccg 


gttgcggcac 


2700 


cacacccggt 


gtcggcgtgc 


cgaccgtcct 


gatctccggg 


aagctggcgg 


cggagaggat 


2760 


caccggccct 


cgtatcgccc 


gagccccgcg 


ctccgccccg 


ggaggttcca 


gcgcatgacc 


2820 


gtccacgaac 


tcgatgcagc 


gggcatccac 


gatcccgcgc 


tccgggccgc 


gtacacccgc 


2880 


tgccggggtc 


tcaacgcacg 


tcacggcaag 


acctacttcc 


tcgcgacgcg 


gctcctcccc 


2940 


gtcgaccggc 


ggccggccgt 


ccacgccctg 


tacggcttcg 


cccgctgggc 


cgacgacatc 


3000 


gtcgatgatc 


tcgacacccc 


ggccacgccg 


ggggagcgcg 


cccgcgccct 


gctcggcctg 


3060 


gaagcccagc 


tggaggcagg 


gttgcggggg 


gcgcgggccg 


ccgagccggt 


gatccgtgcc 


3120 


ctggccgaca 


cggcggccag 


gtacaccatc 


gaccatcggc 


acttcaccga 


cttcctgtcc 


3180 


tccatgcgca 


gcgacctgac 


ggtcggcggc 


tacgcctcgt 


acgaggaact 


cggccggtac 


3240 


atgcacggct 


cggccgcggt 


gatcggcctc 


cagatgcttc 


cggtgctcgg 


gacggtggtg 


3300 


gcgcgcgagg 


aagcggcacc 


gcacgcggcc 


gcgctcggtg 


tcgccttcca 


gctgaccaac 


3360 


ttcctgcggg 


acgtgggtga 


ggacctggac 


cggggacggc 


tctatctgcc 


gaccgagctg 


3420 


ctggccgcgc 


acggggcgga 


ccgggaccgc 


ttcgagtgga 


gccggagcac 


ggggatgccg 


3480 


gacagccgga 


tcaccgatgt 


cctgcgggcc 


gccgcagccc 


acaaccgagc 


cgtctaccgg 


3540 


gctgccctgc 


ccggcatcgc 


gatgctcgcc 


ccggtgtcgc 


ggccctgcat 


ccgtacggcg 


3600 


ttcgtgctgt 


acagcggcat 


cctcgacgcg 


atcgaggcgg 


acgggtacgc 


ggtcctgcac 


3660 


cgccgggcgg 


tcgtcccgcg 


ccgacgacgg 


gccgccgtgg 


cgctggacgg 


tctggtgcgg 


3720 


gcggtcgccg 


tgcgcacggt 


gtgccggcgc 


cgagcggacg 


cggtcgatgc 


gtcccggtcc 


3780 


gccgagctgt 


cccggccgcg 


gacggccggc 


ggaccggccc 


cggtgcggag 


ggaggccgta 


3840 


tgaggccggc 


ggcacgacgc 


ccacgctccg 


gccgtcttcc 


cttgcgggtg 


cggcgcgcgc 


3900 



<210> 17 

<211> 1157 

<212> DNA 

<213> Lupinus albus 
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<400> 17 



cacaaaacca 


ctagattcag 


atcttcaagt 


tttcaaatct 


tccatagctt 


tacaaagtta 


60 


cccatttctt 


ttataagcat 


cgaaaaacca 


aaaaggtcac 


aactttcata 


tttttcttct 


120 


ttctctatct 


ctgcaatgct 


cactaaagaa 


gataccgtta 


aagacaaaga 


agaagaagaa 


180 


gaagaagaag 


agaaacccag 


attcaatttc 


aacttgtaca 


tggttgagaa 


atcacgttca 


240 


gtgaaccaag 


ctttaaacga 


cgccgtttcg 


ttacgtgagc 


cacataaaat 


tcacgaagct 


300 


atgcggtatt 


ctctactcgc 


cggcgggaag 


cgcgtgaggc 


cggtgttatg 


cattgcagcc 


360 


tgtgaagttg 


tcggcggcaa 


tgaatctacg 


gcgatggccg 


ccgcatgttc 


aattgagatg 


420 


atacacacta 


tgtcccttat 


tcatgatgat 


ctcccctgca 


tggacaacga 


cgatcttcgc 


480 


cgagggaaac 


ccacaaacca 


caaggttttc 


ggcgaaaata 


tcgctgtcct 


tgcaggggat 


540 


gcattattgg 


catttgcctt 


tgagcatatc 


gccgtttcaa 


cctccggtgt 


gtcaccggag 


600 


agaattatcg 


gcgcaatcgg 


ggagcttgcg 


aaatcgatcg 


gaactgaagg 


ccttgttgca 


660 


ggacaagtag 


tggatattaa 


ttcagaaggg 


ttatgtgata 


ttgggttaga 


gaaattggaa 


720 


tttattcatc 


ttcataaaac 


agcagcactt 


ctagaaggtt 


ctgttgttgt 


tggagcaatt 


780 


cttggtggtg 


ggtgtaatga 


agaggttgaa 


aagttaagga 


tgtttgctag 


gtacatagga 


840 


ttgatgtttc 


aggttgttga 


tgatgttctt 


gatgttacta 


agtcttcaaa 


ggaattggga 


900 


aaaactgcag 


ggaaggattt 


ggtggctgat 


aaggttactt 


accctaagct 


tttagggatt 


960 


gagaaatcta 


atgagtttgc 


tcagaaattg 


aatagggatg 


cacaagaaca 


gctttctggt 


1020 


tttgatccag 


ttaaggttgc 


tcctttgatt 


gcattagcta 


attacattgc 


ttatagccca 


1080 


aattaaactc 


tcttgtgtaa 


caatttgttg 


tttagaaaag 


gttaaattta 


tggcaattat 


1140 


tgagtttact 


tattacc 










1157 



<210> 18 

<211> 1109 

<212> DNA 

<213> Arabidopsis thaliana 

<400> 18 



caaggatgag 


atcatcctca 


taggcgatgt 


tgtttagtgg 


ttcagcgatc 


ccattaagca 


60 


gcttctgctc 


tcttccggag 


aaaccccaca 


ctcttcctat 


gaaactctct 


cccgctgcaa 


120 


tccgatcttc 


atcctcatct 


gccccggggt 


cgttgaactt 


cgatctgagg 


acgtattgga 


180 


cgactctgat 


caccgagatc 


aaccagaagc 


tggatgaggc 


cataccggtc 


aagcaccctg 


240 


cggggatcta 


cgaggctatg 


agatactctg 


tactgccaca 


agggcccaag 


cgtgcccctc 


300 


ctgtgatgtg 


tgtggcggcc 


tgcgagctct 


tcggtggcga 


tcgcctcgcc 


gctttcccca 


360 


ccgcctgtgc 


cctagaaatg 


gtgcacgcgg 


cttcgttgat 


acacgacgac 


ctcccctgta 


420 
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tggacgacga 


tcctgtgcgc 


agaggaaagc 


catctaacca 


cactgtctac 


ggctctggca 


480 


tggccattct 


cgccggtgac 


gccctcttcc 


cactcgcctt 


ccagcacatt 


gtctcccaca 


540 


cgcctcctga 


ccttgttccc 


cgagccacca 


tcctcagact 


catcactgag 


attgcccgca 


600 


ctgtcggctc 


cactggtatg 


gctgcaggcc 


agtacgtcga 


ccttgaagga 


ggtccctttc 


660 


ctctttcctt 


tgttcaggag 


aagaaattcg 


gagccatggg 


tgaatgctct 


gccgtgtgcg 


720 


gtggcctatt 


gggcggtgcc 


actgaggatg 


agctccagag 


tctccgaagg 


tacgggagag 


780 


ccgtcgggat 


gctgtatcag 


gtggtcgatg 


acatcaccga 


ggacaagaag 


aagagctatg 


840 


atggtggagc 


agagaaggga 


atgatggaaa 


tggcggaaga 


gctcaaggag 


aaggcgaaga 


900 


aggagcttca 


agtgtttgac 


aacaagtatg 


gaggaggaga 


cacacttgtt 


cctctctaca 


960 


ccttcgttga 


ctacgctgct 


catcgacatt 


ttcttcttcc 


cctctgattt 


tgggccctct 


1020 


tttacatttg 


ggccttcctt 


cgctatacga 


aattaggccc 


tgtaatggac 


tgtgtatcgt 


1080 


tcatttttag 


cccagagctt 


cttcgcttg 








1109 



<210> 19 

<211> 12753 

<212> DNA 

<213> Pantoea agglomerans 

<400> 19 



ggatccgcgg 


ctcgcggtag 


ccgtgcatac 


gcagcaccgg 


acagaacacc 


gcccactgga 


60 


accagcggat 


cagcagctcg 


tgaaatgctg 


gatcgtggat 


gttgccgccc 


tggaaaccgc 


120 


cgatatcggt 


agtccaccat 


ggaatacccg 


ccagtcccat 


gttaagcccg 


gcagccagct 


180 


gattgcggaa 


cgaatggaag 


gaggagtgaa 


cgtctccaga 


ccatgcgagt 


acgccatagc 


240 


gttggctgcc 


tgcccagcta 


cagcgcacca 


ggttgactat 


ctcgttttcg 


ccttctgcac 


300 


gcaggccgtc 


gtaaaagccc 


tgagcgaaat 


cgcgcggata 


gcggttgcct 


acttccagta 


360 


ctggtcccgc 


atggtagcga 


tagttatcga 


agtcataggc 


acgatactcc 


ggctcggctt 


420 


catccagcca 


gaagagcttg 


atcccgtaat 


caaaatagtt 


tttcttcacc 


gtatcccaga 


480 


caaactgccg 


cgcctgcggg 


tgggtggcgt 


caaagaaagt 


ggtgttgccc 


ataaaatcga 


540 


ggttgacctg 


cacgccgcga 


tcgctggtca 


ccagccagcc 


tttggctttc 


atctgcggaa 


600 


agagcgggct 


acgcgcttcc 


acggtcggcc 


agaccgacac 


catgagcctg 


atgcccatgg 


660 


attccagctc 


ttctaccatc 


gcccgcggat 


ccggccagtc 


gacaggatcg 


aaacaccagg 


720 


ttccctgatt 


gggccaatgg 


aagaaatcga 


taaccatcac 


tgacagcggc 


aggttgcggc 


780 


gatgatattc 


gcgcgcgacg 


tccaatacct 


cctgctgggt 


gcggtagcgc 


aatttacact 


840 


gccacaggcc 


gctgataaat 


tccggcgcgg 


cgggcggcgt 


accggtggct 


ttggcatact 


900 
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ggcgggttat 


ctccatcacg 


ctatcacccg 


cagtgatcca 


atagtccatc 


tcctgggtga 


960 


cgcgtgaggt 


ccactggctg 


tggtttttcg 


caaagctagc 


ttcgccaatg 


gccgggttat 


1020 


tccacaacag 


gccgtagccg 


aggctggact 


ggacaaaggg 


cacgctggcc 


tgcgagttac 


1080 


gctgcgccag 


ctccagagag 


cagcctttca 


gatccagcca 


gggctgctgg 


tactgcccca 


1140 


tgccatacaa 


cttttctccc 


tggcgggctt 


caaaacggac 


tgtcagctga 


tatttaccgc 


1200 


cgggcagcgg 


tttaaattct 


cggccatcca 


gcttcagtgc 


actgacgtac 


ttgtcctggc 


1260 


ttttttcgct 


ggcgccgatg 


ccaaccgtag 


aacgctgtcg 


ccacatctct 


tccagcagca 


1320 


gctcgccgcg 


ctgattgtaa 


aacgccagct 


ggcccttaag 


gttcaatacc 


gcgctgatgt 


1380 


tgccgttgcg 


cagagtcagg 


gtttctgcat 


ctcgcaaaat 


ttcagcctgg 


catgattctg 


1440 


gcgtcagcag 


agcatgaagg 


gcggaagtaa 


actccggcgc 


gcaggtggcg 


cgtacccgca 


1500 


ggctgttctt 


gccccagggc 


tcgagacgta 


aaatctgtcg 


ttcgaagcgc 


cattcgatgg 


1560 


cgttagcgtg 


ctcaattaat 


tcgctcatgg 


agaggtcatc 


ctttcacaat 


ggtttgcatt 


1620 


ttagccaaat 


tgatttcctg 


catggtctgg 


tcatcaagct 


tgtaccagcg 


cagcgtggcg 


1680 


aaagccgcca 


gagagagcag 


tccggggacg 


acggtgaaaa 


gggcgacgat 


gcagtgcatt 


1740 


gccagcgacg 


tctgttccgg 


cgcgttggcg 


acgtagccgc 


tgaagcccaa 


cgtccaaccg 


1800 


acgatggcac 


cgctgagcgc 


catgcccagc 


ttgaggacgg 


cgaggaaggt 


ggagaaaatg 


1860 


atgccatcca 


tacgtttgcc 


ctggctccat 


tcgccgtagt 


cggcgacgtc 


ggccatcatc 


1920 


acccacatca 


gggtggtggt 


cgcctgatag 


agcgtcgaga 


taataaacgt 


tagcggaacc 


1980 


aggacgaaaa 


cggatttcgg 


tgcaaagaac 


agggcgatgc 


tgagcacacc 


cgccagtacg 


2040 


gcacagtagc 


cgaatatctg 


cactttattg 


aaattgcggg 


tcagacgctt 


ggccagcaga 


2100 


ctaccggcgg 


ctttgccaag 


gatatgcgcg 


gcgagcatcc 


acatgaagta 


actggcgctg 


2160 


ccgaggtaat 


aggtgacgaa 


gtacatcatc 


gccccgaggt 


agctgccgat 


aaagccaggc 


2220 


agggtagcca 


gcatataggt 


cagcgtcagg 


gttgagggcg 


gcgcatgcca 


gcgcaggagc 


2280 


tggccgagga 


tcagggtttg 


ggtcagtcca 


ttacccactg 


aagaaaaaat 


ataggcgacg 


2340 


ccaaacaggc 


atagccagcg 


atgctggcgt 


agcgcctgca 


ccagaaccat 


caaaaggtta 


2400 


ttcattgtta 


acatactcaa 


tcaaacagaa 


gtcctcatgc 


agcaggtgcc 


gcacgatcgt 


2460 


gaaagctgtc 


agagttgaga 


tgtcgttaca 


ttggctggtc 


cgggcgttga 


gagcgaaccg 


2520 


ataacgtagc 


atctatttcg 


gctctggaaa 


agagaggtac 


aagattgctt 


atgcatcgct 


2580 


gctaagcgcc 


tggaagcatt 


ttacattcag 


tacatgctgg 


cagcctatat 


tactggacat 


2640 


ggcttattag 


aatagttgat 


tagctataag 


ctacattttt 


ttactaaccg 


ttttaaaacg 


2700 
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tagaataaga 


tgaccattat 


aagcgtaaag 


ctccacggcc 


aattaaaaaa 


ccataagcat 


2760 


aactatttgc 


agtctcatta 


aaagctaacg 


aaaacatgag 


cataacattt 


aacgctgctg 


2820 


ataaaacgcc 


aagtatcgct 


gatagagtga 


tacctgacca 


tagtaaaaaa 


agtattgctt 


2880 


tcttcattgt 


ctggatactt 


cttaatgtga 


acaaagtgac 


aaagaaacct 


taaacttttc 


2940 


tcaccaataa 


gtaaaataaa 


ccattgttgc 


ttagcggaat 


taatttataa 


ggtaagtata 


3000 


tctaacaagc 


atagagcttc 


attgtcacat 


ttaatgcggt 


tttgcctgat 


tctgataatc 


3060 


atacgcgaaa 


gattgcttat 


gcctcgccgt 


gttttgtcta 


cccttgccta 


taccgtaact 


3120 


caaaaaaggg 


gtattgcgca 


tggctttacg 


ttcattaggc 


acgacgggat 


tacacattcc 


3180 


accgctggtt 


tttggcggta 


acgtctttgg 


ctggaccgtt 


gatgagcagc 


agagcttcag 


3240 


cctgctggat 


gcgctgctgg 


agcgcggcct 


gaacgctatc 


gacaccgccg 


acgtctactc 


3300 


tgcctgggca 


ccaggtaaca 


aaggtggcga 


atccgaaacg 


atccttggca 


agtggttcgc 


3360 


tgcccaccct 


ggcgcacggg 


aaaagatcac 


cctgtttacc 


aaagtaggct 


cagatctaaa 


3420 


ggcacagcgt 


ctcatgcttc 


gcacaatgta 


aaactgcttc 


agaacctggc 


gagagctatc 


3480 


cgcgcggtct 


acggttaact 


gatactaaaa 


gacaattcag 


cgggtaacct 


tgcaatggtg 


3540 


agtggcagta 


aagcgggcgt 


ttcgcctcat 


cgcgaaatag 


aagtaatgag 


acaatccatt 


3600 


gacgatcacc 


tggctggcct 


gttacctgaa 


accgacagcc 


aggatatcgt 


cagccttgcg 


3660 


atgcgtgaag 


gcgtcatggc 


acccggtaaa 


cggatccgtc 


cgctgctgat 


gctgctggcc 


3720 


gcccgcgacc 


tccgctacca 


gggcagtatg 


cctacgctgc 


tcgatctcgc 


ctgcgccgtt 


3780 


gaactgaccc 


ataccgcgtc 


gctgatgctc 


gacgacatgc 


cctgcatgga 


caacgccgag 


3840 


ctgcgccgcg 


gtcagcccac 


tacccacaaa 


aaatttggtg 


agagcgtggc 


gatccttgcc 


3900 


tccgttgggc 


tgctctctaa 


agcctttggt 


ctgatcgccg 


ccaccggcga 


tctgccgggg 


3960 


gagaggcgtg 


cccaggcggt 


caacgagctc 


tctaccgccg 


tgggcgtgca 


gggcctggta 


4020 


ctggggcagt 


ttcgcgatct 


taacgatgcc 


gccctcgacc 


gtacccctga 


cgctatcctc 


4080 


agcaccaacc 


acctcaagac 


cggcattctg 


ttcagcgcga 


tgctgcagat 


cgtcgccatt 


4140 


gcttccgcct 


cgtcgccgag 


cacgcgagag 


acgctgcacg 


ccttcgccct 


cgacttcggc 


4200 


caggcgtttc 


aactgctgga 


cgatctgcgt 


gacgatcacc 


cggaaaccgg 


taaagatcgc 


4260 


aataaggacg 


cgggaaaatc 


gacgctggtc 


aaccggctgg 


gcgcagacgc 


ggcccggcaa 


4320 


aaqctacaca 


a g cat a ttga 


ttccgccgac 


aaacacct ca 


cttttgcctg 


t ccgcagggc 


4380 


ggcgccatcc 


gacagtttat 


gcatctgtgg 


tttggccatc 


accttgccga 


ctggtcaccg 


4440 


gtcatgaaaa 


tcgcctgata 


ccgccctttt 


gggttcaagc 


agtacataac 


gatggaacca 


4500 


cattacagga 


gtagtgatga 


atgaaggacg 


agcgccttgt 


tcagcgtaag 


aacgatcatc 


4560 
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tggatatcgt 


tctcgacccc 


cgtcgcgccg 


taactcaggc 


tagcgcaggt 


tttgagcgct 


4620 


ggcgctttac 


ccactgcgcc 


ctgccagagc 


tgaattttag 


cgacatcacg 


ctggaaacca 


4680 


ccttcctgaa 


tcggcagcta 


caggctccgc 


tgctgatcag 


ctccatgacc 


ggcggcgttg 


4740 


agcgctcgcg 


ccatatcaac 


cgccacctcg 


ccgaggcggc 


gcaggtgcta 


aaaattgcga 


4800 


tgggggtggg 


ctcccagcgc 


gtcgccattg 


agagcgacgc 


gggcttaggg 


ctggataaaa 


4860 


ccctgcggca 


gctggctccg 


gacgtgccgc 


tgctggcgaa 


cctcggcgcg 


gcgcagctga 


4920 


ccggcagaaa 


aggtattgat 


tacgcccgac 


gggccgtgga 


gatgatcgag 


gcggatgcgc 


4980 


tgattgtgca 


cctaaacccg 


ctgcaggagg 


cgctacagcc 


cggcggcgat 


cgcgactggc 


5040 


gcggacggct 


ggcggctatt 


gaaactctgg 


tccgcgagct 


gcccgttccg 


ctggtggtga 


5100 


aagaggtggg 


agccggtatc 


tcccgaaccg 


tggccgggca 


gctgatcgat 


gccggcgtta 


5160 


ccgtgattga 


cgtcgcgggc 


gcgggcggca 


ccagctgggc 


cgccgttgaa 


ggcgagcggg 


5220 


cggccaccga 


gcagcagcgc 


agcgtggcca 


acgtctttgc 


cgactggggg 


atccccaccg 


5280 


ctgaggcgct 


ggttgacatt 


gccgaggcct 


ggccgcagat 


gccccttatt 


gcctcgggcg 


5340 


ggattaaaaa 


cggcgtcgac 


gcggcgaaag 


cgctgcggct 


cggcgcgtgc 


atggtagggc 


5400 


aggccgccgc 


cgtgctcggc 


agcgcaggcg 


tctccacgga 


gaaggtgatc 


gatcacttca 


5460 


acgtgattat 


tgagcagctg 


cgggtggcct 


gcttctgcac 


cggcagccgc 


agcctgagcg 


5520 


atctaaagca 


ggctgatatc 


cgctatgtgc 


gggatacgcc 


atgagccatt 


ttgccattgt 


5580 


ggcaccgccg 


ctctacagtc 


atgcggtggc 


gctgcatgcc 


ctggcgctgg 


agatggccca 


5640 


acgcggccac 


cgggtgacct 


ttctcaccgg 


caacgtcgcc 


tcgctggcag 


agcaggaaac 


5700 


ggagcgggtg 


gcgttctatc 


cacttcccgc 


cagcgtgcaa 


caggcccagc 


gcaacgtcca 


5760 


gcagcagagt 


aacggcaacc 


tgctgcggct 


gattgcggcc 


atgtcatccc 


tgaccgatgt 


5820 


gctctgccag 


cagttgcccg 


ctattctaca 


gcggctggcg 


gtggacgcgc 


tgattgtcga 


5880 


tgagatggag 


cccgccggaa 


gcctggtcgc 


cgaggcgctg 


ggactaccat 


ttatctctat 


5940 


tgcctgcgcg 


ctgccggtca 


accgcgagcc 


gggtctgccg 


ctgccggtga 


tgccgtttca 


6000 


ctacgccgag 


gataagagag 


ccctgcggcg 


ttttcaggtc 


agcgaacgga 


tctacgatgc 


6060 


gctgatgtac 


ccgcacgggc 


agacgatcct 


gcgccacgcc 


cagcgctttg 


gtttgccgga 


6120 


gcgcaggcgt 


ctcgacgagt 


gtctctcgcc 


gctggcgcag 


attagccagt 


ccgttccggc 


6180 


cctcgacttc 


ccacgccggg 


cgctgccgaa 


ctgttttcac 


tacgtgggag 


cactgcgcta 


6240 


tcagccgccg 


ccgcaggtag 


aacgctcgcc 


acgcagcacg 


ccgcggatct 


ttgcctcgct 


6300 


gggcaccctc 


cagggccacc 


gtctacgcct 


gtttcagaag 


atcgcccgcg 


cctgtgccag 


6360 
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cgtgggggcg 


gaggtgacca 


ttgcccactg 


cgatggcctg 


acgcccgccc 


aggccgactc 


6420 


gctctacgcc 


tgcggcgcga 


cggaggtggt 


cagctttgtc 


gaccagccgc 


gctacgttgc 


6480 


cgaggctaat 


ctggtgatca 


cccacggcgg 


tctcaatacc 


gtactggatg 


cgctggctgc 


6540 


cgcgacgccg 


gtgctggcgg 


tgccactctc 


tttcgaccag 


cccgccgtgg 


ctgcccggct 


6600 


ggtctataac 


gggctgggtc 


gccgggtatc 


gcgctttgcc 


agacagcaga 


cgctggcgga 


6660 


tgagattgcc 


caactgctgg 


gggatgagac 


gctgcatcag 


cgtctggcga 


cggcccgcca 


6720 


gcagcttaac 


gacgccgggg 


gcacgccccg 


tgcggcgacc 


ctgattgaac 


aggccatagc 


6780 


agggagtgag 


agcgtatcgt 


gagggatctg 


attttagtcg 


gcggcggcct 


ggccaacggg 


6840 


ctgatcgcct 


ggcgtctgcg 


ccagcgctac 


ccgcagctta 


acctgctgct 


gatcgaggcc 


6900 


ggggagcagc 


ccggcgggaa 


ccatacctgg 


tcattccatg 


aagacgatct 


gactcccggg 


6960 


cagcacgcct 


ggctggcccc 


gctggtggcc 


cacgcctggc 


cgggctatga 


ggtgcagttt 


7020 


cccgatcttc 


gccgtcgcct 


cgcgcgcggc 


tactactcca 


ttacctcaga 


gcgctttgcc 


7080 


gaggccctgc 


atcaggcgct 


gggggagaac 


atctggctaa 


actgttcggt 


gagcgaggtg 


7140 


ttacccaata 


gcgtgcgcct 


tgccaacggt 


gaggcgctgc 


ttgccggagc 


ggtgattgac 


7200 


ggacgcggcg 


tgaccgccag 


ttcggcgatg 


caaaccggct 


atcagctctt 


tcttggtcag 


7260 


cagtggcggc 


tgacacagcc 


ccacggcctg 


accgtaccga 


tcctgatgga 


tgccacggtg 


7320 


gcgcagcagc 


agggctatcg 


ctttgtctac 


acgctgccgc 


tctccgccga 


cacgctgctg 


7380 


atcgaggata 


cgcgctacgc 


caatgtcccg 


cagcgtgatg 


ataatgccct 


acgccagacg 


7440 


gttaccgact 


atgctcacag 


caaagggtgg 


cagctggccc 


agcttgaacg 


cgaggagacc 


7500 


ggctgtctgc 


cgattaccct 


ggcgggtgac 


atccaggctc 


tgtgggccga 


tgcgccgggc 


7560 


gtgccgcgct 


cgggaatgcg 


ggctgggcta 


tttcacccta 


ccactggcta 


ttcgctgccg 


7620 


ctggcggtgg 


cccttgccga 


cgcgattgcc 


gacagcccgc 


ggctgggcag 


cgttccgctc 


7680 


tatcagctca 


cccggcagtt 


tgccgaacgc 


cactggcgca 


ggcagggatt 


cttccgcctg 


7740 


ctgaaccgga 


tgcttttcct 


ggccgggcgc 


gaggagaacc 


gctggcgggt 


gatgcagcgc 


7800 


ttttatgggc 


tgccggagcc 


caccgtagag 


cgcttttacg 


ccggtcggct 


ctctctcttt 


7860 


gataaggccc 


gcattttgac 


gggcaagcca 


ccggttccgc 


tgggcgaagc 


ctggcgggcg 


7920 


gcgctgaacc 


attttcctga 


cagacgagat 


aaaggatgaa 


aaaaaccgtt 


gtgattggcg 


7980 


caaactttaa 


taacctaaca 


ctggcgattc 


acctacaaac 


qqcaqqqatc 


ccaaccgtac 


8040 


tgctggagca 


gcgggacaag 


cccggcggtc 


gggcctacgt 


ctggcatgac 


cagggcttta 


8100 


cctttgacgc 


cgggccgacg 


gtgatcaccg 


atcctaccgc 


gcttgaggcg 


ctgttcaccc 


8160 


tggccggcag 


gcgcatggag 


gattacgtca 


ggctgctgcc 


ggtaaaaccc 


ttctaccgac 


8220 
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tctgctggga 


gtccgggaag 


accctcgact 


atgctaacga 


cagcgccgag 


cttgaggcgc 


8280 


agattaccca 


gttcaacccc 


cgcgacgtcg 


agggctaccg 


gcgctttctg 


gcttactccc 


8340 


aggcggtatt 


ccaggaggga 


tatttgcgcc 


tcggcagcgt 


gccgttcctc 


tcttttcgcg 


8400 


acatgctgcg 


cgccgggccg 


cagctgctta 


agctccaggc 


gtggcagagc 


gtctaccagt 


8460 


cggtttcgcg 


ctttattgag 


gatgagcatc 


tgcggcaggc 


cttctcgttc 


cactccctgc 


8520 


tggtaggcgg 


caaccccttc 


accacctcgt 


ccatctacac 


cctgatccac 


gcccttgagc 


8580 


gggagtgggg 


ggtctggttc 


cctgagggcg 


gcaccggggc 


gctggtgaac 


ggcatggtga 


8640 


agctgtttac 


cgatctgggc 


ggggagatcg 


aactcaacgc 


ccgggtcgaa 


gagctggtgg 


8700 


tggccgataa 


ccgcgtaagc 


caggtccggc 


tggcggatgg 


tcggatcttt 


gacaccgacg 


8760 


ccgtagcctc 


gaacgctgac 


gtggtgaaca 


cctataaaaa 


gctgctcggc 


caccatccgg 


8820 


tggggcagaa 


gcgggcggca 


gcgctggagc 


gcaagagcat 


gagcaactcg 


ctgtttgtgc 


8880 


tctacttcgg 


cctgaaccag 


cctcattccc 


agctggcgca 


ccataccatc 


tgttttggtc 


8940 


cccgctaccg 


ggagctgatc 


gacgagatct 


ttaccggcag 


cgcgctggcg 


gatgacttct 


9000 


cgctctacct 


gcactcgccc 


tgcgtgaccg 


atccctcgct 


cgcgcctccc 


ggctgcgcca 


9060 


gcttctacgt 


gctggccccg 


gtgccgcatc 


ttggcaacgc 


gccgctggac 


tgggcgcagg 


9120 


aggggccgaa 


gctgcgcgac 


cgcatctttg 


actaccttga 


agagcgctat 


atgcccggcc 


9180 


tgcgtagcca 


gctggtgacc 


cagcggatct 


ttaccccggc 


agacttccac 


gacacgctgg 


9240 


atgcgcatct 


gggatcggcc 


ttctccatcg 


agccgctgct 


gacccaaagc 


gcctggttcc 


9300 


gcccgcacaa 


ccgcgacagc 


gacattgcca 


acctctacct 


ggtgggcgca 


ggtactcacc 


9360 


ctggggcggg 


cattcctggc 


gtagtggcct 


cggcgaaagc 


caccgccagc 


ctgatgattg 


9420 


aggatctgca 


atgagccaac 


cgccgctgct 


tgaccacgcc 


acgcagacca 


tggccaacgg 


9480 


ctcgaaaagt 


tttgccaccg 


ctgcgaagct 


gttcgacccg 


gccacccgcc 


gtagcgtgct 


9540 


gatgctctac 


acctggtgcc 


gccactgcga 


tgacgtcatt 


gacgaccaga 


cccacggctt 


9600 


cgccagcgag 


gccgcggcgg 


aggaggaggc 


cacccagcgc 


ctggcccggc 


tgcgcacgct 


9660 


gaccctggcg 


gcgtttgaag 


gggccgagat 


gcaggatccg 


gccttcgctg 


cctttcagga 


9720 


ggtggcgctg 


acccacggta 


ttacgccccg 


catggcgctc 


gatcacctcg 


acggctttgc 


9780 


gatggacgtg 


gctcagaccc 


gctatgtcac 


ctttgaggat 


acgctgcgct 


actgctatca 


9840 


cgtggcgggc 


gtggtgggtc 


tgatgatggc 


cagggtgatg 


ggcgtgcggg 


atgagcgggt 


9900 


gctggatcgc 


gcctgcgatc 


tggggctggc 


cttccagctg 


acgaatatcg 


cccgggatat 


9960 


tattgacgat 


gcggctattg 


accgctgcta 


tctgcccgcc 


gagtggctgc 


aggatgccgg 


10020 
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gctgaccccg 


gagaactatg 


ccgcgcggga 


gaatcgggcc 


gcgctggcgc 


gggtggcgga 


10080 


gcggcttatt 


gatgccgcag 


agccgtacta 


catctcctcc 


caggccgggc 


tacacgatct 


10140 


gccgccgcgc 


tgcgcctggg 


cgatcgccac 


cgcccgcagc 


gtctaccggg 


agatcggtat 


10200 


taaggtaaaa 


gcggcgggag 


gcagcgcctg 


ggatcgccgc 


cagcacacca 


gcaaaggtga 


10260 


aaaaattgcc 


atgctgatgg 


cggcaccggg 


gcaggttatt 


cgggcgaaga 


cgacgagggt 


10320 


gacgccgcgt 


ccggccggtc 


tttggcagcg 


tcccgtttag 


gcgggcggcc 


atgacgttca 


10380 


cgcaggatcg 


cctgtaggtc 


ggcaggcttg 


cgggcgtaaa 


taaaaccgaa 


ggagacgcag 


10440 


ccctcccggc 


cgcgcaccgc 


gtggtgcagg 


cggtgggcga 


cgtagagccg 


cttcaggtag 


10500 


ccccggcgcg 


ggatccagtg 


gaagggccag 


cgctgatgca 


ccagaccgtc 


gtgcaccagg 


10560 


aagtagagca 


ggccatagac 


cgtcatgccg 


cagccaatcc 


actgcagggg 


ccaaacgccc 


10620 


gccgtgccca 


cggcaatcag 


cgcgatagcc 


accccggcaa 


acaccaccgc 


aaagagatcg 


10680 


tttagctcaa 


atacgccctt 


gcgcggggta 


tggtgtgact 


catgccagcg 


ccatccccag 


10740 


ccgtgcataa 


tgtagcggtg 


ggtaaacgcg 


gcgatgccct 


ccatcgcaat 


aacgctcaag 


10800 


atgacgatta 


aactatttac 


tagcatagcg 


gtgcgcgctc 


ctgcgactca 


gactggctta 


10860 


atcaaaaccc 


ttagcctcta 


agcatagtcg 


caatcgcagg 


cggcgcgcat 


cggtatcagg 


10920 


ccagagcctg 


ctgcagatcc 


gccagcagat 


ccttctcatc 


ctcaatgccc 


accgacaggc 


10980 


ggatcagctg 


cggcgtaatg 


ccgttcgcca 


ggcgctgcgc 


cagcgggatc 


gaggcgtggg 


11040 


tcatactgaa 


cggctggctc 


accaggctct 


caacgccgcc 


caggctctca 


gcgagggtaa 


11100 


acagcttcag 


tttactgatc 


acctctgccg 


cacgctggtc 


gtcgcctttg 


atcacgatgg 


11160 


agatcatgcc 


gcccggctga 


gccatctgct 


ggcgcgcgag 


ggcatactgc 


gggtgggatg 


11220 


tcagccacgg 


gaaccagact 


ttctcgacct 


gcggctgctg 


ctcaagccag 


cgggccagcg 


11280 


ccagggcgtt 


gctgctgtgg 


cgctcgatgc 


gcagggcgag 


ggtgcggatc 


ccgcgcaggg 


11340 


tcaggaagct 


gctgaacgga 


tcgagcacgc 


cgcccaccgc 


attttgcagg 


tagcccagct 


11400 


tctccgccag 


cgccggacga 


tcgcccacca 


ccgccagccc 


ggcgaccacg 


tcggagtggc 


11460 


cgttgaggta 


tttggtggcc 


gagtgcacca 


cgatatcaaa 


gcccagcgtc 


agcgggcggt 


11520 


ggatcagcgg 


cgaggcaaag 


gtattatctg 


ccacgctaat 


cacgttatga 


cggcgggcga 


11580 


tctcagcgat 


agccgccagg 


tccgccagct 


tcaacagcgg 


gttggtgggg 


gtctctaccc 


11640 


agatcatccg 


cqtqt cqqqa 


cqqatqqcqq 


cctccagtcc 


ggcgaqatcq 

;3;3 ;3 ;3 :3 


tccggcttca 


11700 


cccagctcac 


ctgtagtccg 


gtgctgcggc 


ggcgtacgtt 


ctcaatcagg 


cggtaggtgc 


11760 


caccgtagac 


gtcgtcaatg 


gcgacgatat 


ggctatcttt 


atccagcagc 


tccagtacgg 


11820 


tagagattgc 


tgccaggccg 


gaggcaaaag 


cgtagccgcg 


tgtgccgccc 


tccagctcgg 


11880 
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cgatagcgct 


ctccagggcg 


tggcgggttg 


ggttgccgct 


gcgggagtat 


tcgtagccgg 


11940 


tgtgctggcc 


cggtgcaggc 


tgggcaaagg 


ttgaggtggc 


atagataggc 


ggcatcactg 


12000 


ccccgtgctg 


gtcgttaaag 


gccccgctat 


gcacgctgag 


ggttgccagg 


gcgctagcag 


12060 


gcgcggcggg 


cgcgggccga 


tcatcatcct 


gcaagccctg 


ctggcgcagc 


cactcatcgt 


12120 


taaacatgcg 


ggagagatat 


ttattgccgc 


tgtcgcaggc 


gaaggtcacc 


acccgcttcg 


12180 


gcgtcgtctg 


ggcctggcag 


tagcgtagcg 


cggcggccag 


cagggtgccg 


gtagaggagc 


12240 


cggccagcac 


cccctccgtc 


tgtaacagct 


gacgagcggt 


ggcaaaggcc 


tctgcatccg 


12300 


tgacccgata 


cgcctggcgg 


acattctcca 


gctgggcgag 


gggagggata 


aagtcctccc 


12360 


caatcccttc 


gacgcgccag 


gatcccgcct 


cgccgtgctg 


tccggtctca 


acctgatccg 


12420 


ccagaatcga 


gccaacggga 


tcggccagca 


cgaattcggt 


atgcggagag 


tgtttggcaa 


12480 


accatgcctg 


caagccaccc 


agcgtgccgc 


cggagccaac 


gcctactacc 


acggcatcaa 


12540 


ccctgcctgc 


cagctggtcg 


aacagctccg 


gtgcggtggt 


ggtggcgtgc 


gccagcgggt 


12600 


tggccgggtt 


agagaactga 


tcaatatagt 


aagcacccgg 


cgtctcctct 


gccaggcggc 


12660 


gggcgtagtc 


ctgatagtac 


tccgggtggc 


cctttgtcac 


gtcggagcgg 


gtcaggcgca 


12720 


catcaacacc 


cagcgcacgc 


aggtggtaga 


tct 






12753 



<210> 20 

<211> 1242 

<212> DNA 

<213> Arabidopsis thaliana 

<400> 20 



ggtgagaatt 


tcagatttca 


gaaatcgcca 


tggcttcagt 


gactctaggt 


tcatggattg 


60 


ttgttcacca 


ccacaatcat 


catcatccat 


cttcaatcct 


taccaaatcc 


agatccagat 


120 


cttgtcctat 


aactcttact 


aaacccatct 


cctttcgatc 


aaaacgcacc 


gtttcatcat 


180 


cttcttcaat 


cgtttcttct 


tccgttgtta 


caaaagaaga 


caatctacgc 


caatctgaac 


240 


catcctcttt 


cgatttcatg 


tcgtacatca 


tcaccaaagc 


cgaattagtc 


aacaaagctt 


300 


tagattcagc 


tgttcctctc 


cgtgagccac 


tcaagatcca 


cgaagcgatg 


agttactctc 


360 


ttctcgccgg 


tggcaaaaga 


gttagaccag 


ttctctgcat 


cgctgcttgt 


gaactcgtcg 


420 


gaggtgaaga 


atcaaccgct 


atgccagcac 


gttgcgccgt 


cgagatgatt 


cacaccatgt 


480 


cgttgatcca 


cgacgatctc 


ccttgtatgg 


ataacgacga 


tctccgccgt 


ggaaaaccga 


540 


ccaaccacaa 


agtgtttggt 


gaagacgtcg 


ctgttttagc 


cggagacgcg 


cttctctctt 


600 


tctctttcga 


gcatttagct 


tcggcgacga 


gttctgatgt 


tgtttctccg 


gtgagagtgg 


660 


ttcgagccgt 


tggagaattg 


gctaaagcga 


taggaacaga 


agggttagtg 


gcgggtcaag 


720 
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tcgtggatat 


tagtagtgaa 


gggttagatt 


taaacgacgt 


cggtttagag 


catttggagt 


/ oU 


ttatccattt 


gcataaaacg 


gcggcgttgc 


ttgaagcttc 


tgctgttttg 


ggagctattg 


84 0 


ttggtggagg 


aagtgatgat 


gagattgaga 


ggttaagaaa 


gtttgcgaga 


tgtactggtt 


y uu 


tgttgtttca 


ggtggttgat 


gatatcttgg 


atgtgacgaa 


atcgtcgaaa 


gagttaggga 


960 


aaactgctgg 


gaaagatttg 


attgctgata 


agttgacgta 


tcctaagatt 


atgggtttgg 


1020 


agaaatcgag 


agagtttgct 


gagaaattga 


atagagaggc 


tcgtgatcag 


cttttagggt 


1080 


ttgattctga 


taaggttgct 


cctttgttgg 


ctttggctaa 


ttacattgcc 


tatagacaga 


1140 


actgatttgt 


gttcgattcc 


ttttgtcggg 


aatcattatt 


agattggaat 


tgtagaaatc 


1200 


tcggacaggt 


tctctagagt 


ttgttggtgt 


aatcgtatcc 


gg 




1242 



<210> 21 

<211> 2222 

<212> DNA 

<213> Drosophila melanogaster 

<400> 21 



caatatgcag 


gccgcggaag 


aacttcaata 


acagtctgtt 


tttggtcttt 


ccgtggtgta 


60 


attgatttga 


gttgtgcgga 


taacgcgaaa 


aaccaatcga 


cgagcgtcgg 


ccagcaattc 


120 


tagtcacgcg 


tgtcgcgaag 


ccaagcggta 


aacaaaaagc 


acgccccaca 


ccgcagtgac 


180 


ccccctccat 


caacaccaac 


accaccaccc 


cccgcgctct 


atcaaaacaa 


caaaagcaca 


240 


cacgcaaggc 


cacggcggag 


cagcaacaag 


aaaaacaaca 


acaacggcga 


caacaatgga 


300 


agaactgaac 


atcatattac 


agaagaccaa 


agataaatca 


acgcaaaagg 


agcaggatga 


360 


gattctgctg 


cagcccttta 


catacataca 


acagattcct 


ggcaagcaat 


tccgctctga 


420 


gttggccttg 


gccttcaatc 


actggttgct 


cataccgggc 


gaaaagttgg 


cgcagatcgg 


480 


agacattgtg 


cagatgctgc 


acaattccag 


tttgctcatt 


gatgatattg 


aagacaattc 


540 


gatccttcgc 


agaggtgtgc 


ccgtggcgca 


ttccatctac 


ggcgtggcca 


gcaccataaa 


600 


tgcggccaac 


tatgcactct 


ttctggcgct 


ggagaaggtg 


cagcagctgg 


atcatccgga 


660 


ggctaccaag 


gtgtacaccg 


aacaattgct 


ggagctgcac 


cgtggacagg 


gcatggagat 


720 


ctattggcgc 


gacagcttca 


cgtgtccatc 


cgagtcggat 


tacaagctga 


tgactgtgcg 


780 


caaaactggc 


ggcctcttta 


tgctggccat 


tcgccttatg 


cagctgttca 


gctccaacaa 


840 


ggaggactat 


tcgaagttga 


cggctatatt 


gggcctgtac 


tttcagatac 


gcgacgacta 


900 


ttgcaatctg 


agtctgaaag 


agtacacgga 


gaacaagagc 


ttcgccgagg 


acttgacgga 


960 


gggcaagttc 


ggcttcccgg 


taatccatgc 


ggttcgcacc 


caaaagcagg 


ataaacaggt 


1020 


tctacacata 


ttacgccagc 


gcacgcacga 


cattgaggtc 


aagaagtact 


gcatcacctt 


1080 
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1 



gttggaaaag 


ctgggcagct 


ttcagtatac 


acgcaaggtt 


ctggagtcgc 


tcgacgcaga 


1140 


ggctcggtcg 


gaggtggctc 


gtctgggtag 


caatccgtac 


atggaccgcc 


tgctcaacaa 


1200 


gctgctgtcg 


tggaagacga 


gcgatagcgc 


cagcatcacg 


cagtcgaacc 


agatcaatca 


1260 


caacaacgtc 


tcacgcagca 


gccccaacca 


gaacacgttc 


aattgcaatt 


agcagccaaa 


1320 


gaggcaaaag 


agggagcagt 


cgtgaattgc 


gaacggcaga 


gcctcttttg 


ccgccaatcc 


1380 


gggacagcag 


caggccagca 


gccagccgac 


gcctgcgtgc 


ctcagtgcgc 


ccctgttgcg 


1440 


tttcctgcag 


aagctgaaga 


tattctgaga 


tttatgttac 


cctttgccaa 


accgaaaagc 


1500 


ccacagagaa 


cccctacctt 


actgtcaacc 


gaaaccagag 


cgatgagaac 


ggaaatagga 


1560 


ggaggatagg 


atttggattt 


gatagtgaat 


cggatgaaat 


gggatggata 


acaaaaccaa 


1620 


cagcagcctt 


acagaaaatt 


gttaagccaa 


aagtaaattg 


atataagcca 


agcttatcgt 


1680 


tgagctagca 


aagagccata 


ttacagcttt 


tcaagaaatt 


tgttttttta 


cttttacatt 


1740 


ttactttata 


cttttaattt 


agttttgctt 


caaagttacg 


tagttagtta 


gctcgtttag 


1800 


tttccccagt 


tttagtttcg 


cccaacgaat 


gggagagggg 


ggggtgggga 


tcaagcaaat 


1860 


ctcgcagagc 


attactgaat 


tatagaatat 


gcaatttttt 


agctcttgta 


tttctaagtg 


1920 


tgtttcgtat 


tcgtaactca 


attctgcaag 


caattttcaa 


tttctaagtg 


tcattttatc 


1980 


aaatctaact 


cactcggaac 


tcaatgtgca 


cttcctttat 


cgacgttgtt 


ccattttaat 


2040 


tgttatacaa 


atgcgattcg 


tatacataca 


tacatatgta 


ctattaacga 


caaattgtta 


2100 


atgttttatg 


cagacactat 


aaaatcaaca 


caaatgaacg 


caactatata 


tattgaaata 


2160 


atgataatga 


tgcactgcac 


ggcaggtttt 


tgcacattgc 


accacctaaa 


aaaaaaaaaa 


2220 



<210> 22 

<211> 335 

<212> PRT 

<213> Saccharomyces cerevisiae 

<400> 22 

Met Glu Ala Lys lie Asp Glu Leu lie Asn Asn Asp Pro Val Trp Ser 
1 5 10 15 



Ser Gin Asn Glu Ser Leu lie Ser Lys Pro Tyr Asn His lie Leu Leu 
20 25 30 



Lys Pro Gly Lys Asn Phe Arg Leu Asn Leu lie Val Gin lie Asn Arg 
35 4 0 45 



2222 
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Val Met Asn Leu Pro Lys Asp Gin Leu Ala lie Val Ser Gin lie Val 
50 55 60 



Glu Leu Leu His Asn Ser Ser Leu Leu lie Asp Asp lie Glu Asp Asn 
65 70 75 * 80 



Ala Pro Leu Arg Arg Gly Gin Thr Thr Ser His Leu lie Phe Gly Val 
85 90 95 



Pro Ser Thr lie Asn Thr Ala Asn Tyr Met Tyr Phe Arg Ala Met Gin 
100 105 110 



Leu Val Ser Gin Leu Thr Thr Lys Glu Pro Leu Tyr His Asn Leu lie 
115 120 125 



Thr lie Phe Asn Glu Glu Leu lie Asn Leu His Arg Gly Gin Gly Leu 
130 135 140 



Asp lie Tyr Trp Arg Asp Phe Leu Pro Glu lie lie Pro Thr Gin Glu 
145 150 155 160 



Met Tyr Leu Asn Met Val Met Asn Lys Thr Gly Gly Leu Phe Arg Leu 
165 170 175 



Thr Leu Arg Leu Met Glu Ala Leu Ser Pro Ser Ser His His Gly His 
180 185 190 



Ser Leu Val Pro Phe lie Asn Leu Leu Gly lie lie Tyr Gin lie Arg 
195 200 205 



Asp Asp Tyr Leu Asn Leu Lys Asp Phe Gin Met Ser Ser Glu Lys Gly 
210 215 220 



Phe Ala Glu Asp lie Thr Glu Gly Lys Leu Ser Phe Pro lie Val His 
225 230 235 240 



Ala Leu Asn Phe Thr Lys Thr Lys Gly Gin Thr Glu Gin His Asn Glu 
245 ~ 250 255 



lie Leu Arg lie Leu Leu Leu Arg Thr Ser Asp Lys Asp lie Lys Leu 
260 265 270 



Lys Leu lie Gin lie Leu Glu Phe Asp Thr Asn Ser Leu Ala Tyr Thr 
275 280 285 



Lys Asn Phe lie Asn Gin Leu Val Asn Met lie Lys Asn Asp Asn Glu 
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290 295 300 



Asn Lys Tyr Leu Pro Asp Leu Ala Ser His Ser Asp Thr Ala Thr Asn 
305 ^ 310 315 320 



Leu His Asp Glu Leu Leu Tyr lie lie Asp His Leu Ser Glu Leu 
325 330 335 



<210> 23 
<211> 335 
<212> PRT 

<213> Drosophila melanogaster 
<400> 23 

Met Glu Glu Leu Asn lie lie Leu Gin Lys Thr Lys Asp Lys Ser Thr 
15 10 15 



Gin Lys Glu Gin Asp Glu lie Leu Leu Gin Pro Phe Thr Tyr lie Gin 
20 25 30 



Gin lie Pro Gly Lys Gin Phe Arg Ser Glu Leu Ala Leu Ala Phe Asn 
35 40 45 



His Trp Leu Leu lie Pro Gly Glu Lys Leu Ala Gin lie Gly Asn lie 
50 55 60 



Val Gin Met Leu His Asn Ser Ser Leu Leu lie Glu Asp Asn Ser lie 
65 70 75 80 



Leu Arg Arg Gly Val Pro Val Ala His Ser lie Tyr Gly Val Ala Ser 
85 90 95 



Thr lie Asn Ala Ala Asn Tyr Ala Leu Phe Leu Ala Leu Glu Lys Val 
100 105 110 



Gin Gin Leu Asp His Pro Glu Val Arg Lys Val Tyr Thr Glu Gin Leu 
115 * 120 ~ ~ " 125 



Leu Glu Leu His Arg Gly Gin Gly Met Glu lie Tyr Trp Arg Asp Ser 
130 135 140 



Phe Thr Cys Pro Ser Glu Ser Asp Tyr Lys Leu Met Thr Val Arg Lys 
145 150 * 155 160 



Thr Gly Gly Leu Phe Met Leu Ala lie Arg Leu Met Gin Leu Phe Ser 
165 170 175 



25156216 



-33- 



Ser Asn Lys Glu Asp Tyr Ser Lys Leu Thr Ala lie Leu Gly Leu Tyr 
180 185 190 



Phe Gin lie Arg Asp Asp Tyr Cys Asn Leu Ser Leu Lys Glu Val Ser 
195 " 200 205 



Val Asn Lys Ser Phe Ala Glu Asp Leu Thr Glu Gly Lys Phe Gly Phe 
210 215 220 



Pro Val lie His Ala Val Arg Thr Gin Lys Gin Asp Lys Gin Val Leu 
225 230 235 240 



Arg Lys Ser Ser Gin Arg Thr His Asp lie Glu Val Lys Lys Tyr Cys 
245 250 255 



lie Thr Leu Leu Glu Lys Leu Gly Ser Phe Gin Tyr Thr Arg Lys Val 
260 " ' 265 270 



Leu Glu Ser Leu Asp Ala Glu Ala Arg Ser Glu Val Ser Thr Leu Gly 
275 280 285 



Ser Asn Pro Tyr Met Asp Arg Leu Leu Asn Lys Leu Leu Ser Trp Lys 
290 295 300 



Thr Ser Asp Ser Ala Ser lie Thr Gin Ser Asn Gin lie Asn His Asn 
305 310 315 320 



Asn Val Ser Arg Ser Ser Pro Asn Gin Asn Thr Phe Asn Cys Asn 
325 330 335 



<210> 24 
<211> 338 
<212> PRT 

<213> Drosophila melanogas ter 
<400> 24 

Met Glu Glu Leu Asn lie lie Leu Gin Lys Thr Lys Asp Lys Ser Thr 
15 10 15 



Gin Lys Glu Gin Asp Glu lie Leu Leu Gin Pro Phe Thr Tyr lie Gin 
20 25 30 



Gin lie Pro Gly Lys Gin Phe Arg Ser Glu Leu Ala Leu Ala Phe Asn 
35 40 45 



His Trp Leu Leu lie Pro Gly Glu Lys Leu Ala Gin lie Gly Asp lie 
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50 55 60 



Val Gin Met Leu His Asn Ser Ser Leu Leu lie Asp Asp lie Glu Asp 
65 70 75 80 



Asn Ser lie Leu Arg Arg Gly Val Pro Val Ala His Ser lie Tyr Gly 
85 90 95 



Val Ala Ser Thr lie Asn Ala Ala Asn Tyr Ala Leu Phe Leu Ala Leu 
100 105 110 



Glu Lys Val Gin Gin Leu Asp His Pro Glu Ala Thr Lys Val Tyr Thr 
115 120 125 



Glu Gin Leu Leu Glu Leu His Arg Gly Gin Gly Met Glu lie Tyr Trp 
130 135 140 



Arg Asp Ser Phe Thr Cys Pro Ser Glu Ser Asp Tyr Lys Leu Met Thr 
145 150 155 160 



Val Arg Lys Thr Gly Gly Leu Phe Met Leu Ala lie Arg Leu Met Gin 
165 170 175 



Leu Phe Ser Ser Asn Lys Glu Asp Tyr Ser Lys Leu Thr Ala lie Leu 
180 185 190 



Gly Leu Tyr Phe Gin lie Arg Asp Asp Tyr Cys Asn Leu Ser Leu Lys 
195 200 205 



Glu Tyr Thr Glu Asn Lys Ser Phe Ala Glu Asp Leu Thr Glu Gly Lys 
210 215 220 



Phe Gly Phe Pro Val lie His Ala Val Arg Thr Gin Lys Gin Asp Lys 
225 230 235 240 



Gin Val Leu His lie Leu Arg Gin Arg Thr His Asp lie Glu Val Lys 
245 250 255 



Lys Tyr Cys lie Thr Leu Leu Glu Lys Leu Gly Ser Phe Gin Tyr Thr 
260 265 270 



Arg Lys Val Leu Glu Ser Leu Asp Ala Glu Ala Arg Ser Glu Val Ala 
275 280 285 



Arg Leu Gly Ser Asn Pro Tyr Met Asp Arg Leu Leu Asn Lys Leu Leu 
290 295 300 
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Ser Trp Lys Thr Ser Asp Ser Ala Ser lie Thr Gin Ser Asn Gin lie 
305 * 310 315 320 



Asn His Asn Asn Val Ser Arg Ser Ser Pro Asn Gin Asn Thr Phe Asn 
325 330 335 



Cys Asn 



<210> 25 

<211> 300 

<212> PRT 

<213> Cyanophora paradoxa 

<400> 25 



Met Lys Pro Leu Gin Thr Asn Phe Asn Leu Leu Thr Tyr Leu Tyr Glu 
15 10 15 



Arg Lys Glu lie Val Glu Asp Thr Leu Asn Lys Ser lie Pro Arg Gly 
20 25 30 



Asn Pro Thr Phe lie Tyr Asp Ser lie Arg Tyr Ser Leu Ser Ala Gly 
35 40 45 



Gly Lys Arg lie Arg Pro lie Leu Cys Leu Ala Ser Cys Glu Leu Ala 
50 55 60 



Gly Gly Thr Met Glu Met Ala Leu Pro Thr Ala Cys Ala Leu Glu Met 
65 70 75 80 



lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Ala Met Asp Asn 
85 90 95 



Asp Ser Tyr Arg Arg Gly Lys Pro Thr Asn His lie lie Tyr Gly Glu 
100 105 110 



Asp Leu Ala lie Leu Ala Gly Asp Ala Leu Leu Ala Tyr Ala Phe Glu 
115 120 125 



Phe lie Ala Thr Gin Thr Lys Asn Val Pro Ala Asp Leu lie Val Lys 
130 135 140 



Val lie Ala Gin Val Ala His Ser Val Thr Thr Ser Gly Leu Val Gly 
145 150 155 160 
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Gly Gin lie lie Asp Leu Ser Ser Glu Gly Lys Ser Asp Thr Thr Leu 
165 170 175 



Glu Thr Leu Asn Phe lie His lie His Lys Thr Gly Ala Leu Leu Glu 
180 185 190 



Ala Ala Val Leu Ser Gly Ala Leu Leu Ala Gly Ala Lys Glu Lys Asp 
195 200 205 



Met Asn Arg Phe Leu Arg Tyr Ala Gin Asn lie Gly Leu Ala Phe Gin 
210 215 220 



lie lie Asp Asp Val Leu Asp lie lie Ser Thr Glu Glu Lys Leu Gly 
225 230 235 240 



Lys Ser lie Gly Lys Asp Leu Lys Thr Gin Lys Ala Thr Tyr Pro Ser 
245 250 255 



Phe Trp Gly Val Glu Glu Ser lie Lys Gin Ala Glu Leu Leu Val Glu 
260 265 270 



Glu Ala Lys Glu Glu lie Leu Tyr Phe Asp Asn Lys Ala lie Pro Leu 
275 280 285 



lie Ala lie Ala Asp Phe lie Val Asn Arg Asn Asn 
290 295 300 



<210> 26 

<211> 376 

<212> PRT 

<213> Oryza sativa 

<400> 26 

Met His Val Leu Ala Gin Ser Thr Ala Val Ala Lys Val Ala Ala Ser 
1 5 10 15 



Gly Cys Leu Arg Arg Ser Pro Asn Pro Ser Val Thr Phe Gin Arg Ser 
20 25 30 



Pro Ser Leu Leu Leu Ser Pro Ala Ala Cys Arg Arg Arg Cys Arg Arg 
35 40 45 



Gly Cys Ser Val Ser Val Asp Val Arg Cys Ser Leu Gly Ala Met Val 
50 55 60 



Thr Pro Glu Leu Asn Gly Gly Asp Val Gly Val Gly Val Gly Gly Gly 
65 70 75 80 
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Ser Phe Asp Phe Gin Arg Tyr Leu Ser Ala Arg Ala Asp Ala Val His 
85 ^ 90 95 



Asp Ala Leu Asp Arg Ala Met Pro Arg Gly Phe Pro Glu Arg Leu Cys 
100 105 110 



Glu Ser Met Arg Tyr Ser Val Leu Ala Gly Gly Lys Arg Val Arg Pro 
115 120 125 



Val Leu Ala Leu Ala Ala Cys Glu Leu Val Gly Gly Asp Ala Ala Ala 
130 135 140 



Ala Thr Pro Val Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu 
145 150 155 160 



lie His Asp Asp Met Pro Cys Met Asp Asp Asp Ala Leu Arg Arg Gly 
165 170 175 



Arg Pro Ser Asn His Val Ala Phe Gly Glu Phe Thr Ala Leu Leu Ala 
180 185 190 



Gly Asp Ala Leu His Ala Leu Ala Phe Glu His Val Ala Arg Gly Cys 
195 200 205 



Gly Asp His Gly Val Pro Ala Asp Arg Thr Leu Arg Ala Val Ala Glu 
210 215 220 



Leu Gly Ser Ala Ser Gly Thr Gly Gly Val Ala Ala Gly Gin Val Ala 
225 230 235 240 



Asp Lys Glu Ser Glu Gly Leu Pro Val Ser Leu Ala Met Leu Glu Tyr 
245 250 255 



lie His Val His Lys Thr Ala Arg Leu Leu Glu Ala Ala Ala Val Ser 
260 265 270 



Gly Ala lie Val Gly Gly Gly Ala Asp Ala Glu Val Glu Arg Val Arg 
275 280 285 



Arg Tyr Ala Arg Cys Val Gly Leu Leu Phe Gin Val Val Asp Asp Val 
290 295 300 



Leu Asp Met Thr Ser Thr Ser Glu Gin Leu Gly Lys Thr Ala Gly Lys 
305 310 315 320 
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Asp Val Glu Ala Asp Lys Ala Thr Tyr Pro Lys Leu Leu Gly Val Asp 
325 330 335 



Lys Ala Arg Glu Tyr Ala Ala Asp Leu Leu Ala Met Ala Glu Ala Glu 
340 345 350 



Leu Asp Gly Phe Asp Ala Glu Arg Ala Ala Pro Leu Arg His Leu Ala 
355 360 365 



Arg Phe lie Ala Tyr Arg Gin His 
370 375 



<210> 27 
<211> 291 
<212> PRT 

<213> Chlamydia trachomatis 
<400> 27 

Met Asp Tyr Phe Ser Val Tyr Arg Ser Lys Val Glu Lys Lys Leu Arg 
15 10 15 



Asp Ser Leu Gly Asp Phe Gly Asn Thr Gin Gly Gly Leu Arg Asp Pro 
20 25 30 



lie Glu Tyr Ala Leu Leu Gly Gly Gly Lys Arg Val Arg Pro Leu Leu 
35 40 45 



Val Gly Leu Phe Ala Glu Gly Val His Lys Glu Arg Asp Val Leu Asp 
50 55 60 



Thr Ala lie Ala lie Glu Tyr lie His Thr Ser Thr Leu lie Ala Asp 
65 70 75 80 



Asp Leu Pro Cys Met Asp Asp Asp Asp Met Arg Arg Gly Lys Pro Ser 
85 "90 ~ ~ 95 



Val His Lys Ala Phe Asp Glu Ala Ser Ala Leu Leu Ala Ser Tyr Ala 
100 105 110 



Leu lie Pro Ala Ala Tyr Ala Arg lie Arg Lys Asn Ala Lys Ala Leu 
115 ~ 120 125 



Lys Ala Val Val Ser Cys Glu Gin Asp Val Glu Glu Ala Tyr Glu Asp 
130 135 140 



lie Leu Glu Leu lie Glu Leu Arg Phe Gly Val Gly Gly lie Leu Gly 
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145 150 155 160 



Gly Gin Tyr Glu Asp lie Phe Phe His Asp Phe Ser Lys Glu Asn Val 
165 170 175 



Leu Gly lie lie Lys Lys Lys Thr Gly Ala Leu Phe Glu lie Ala Cys 
180 185 190 



Val Ser Gly Trp Leu Phe Gly Gly Gly Glu Arg Glu Ser Ser Thr Leu 
195 200 205 



Val Ala Glu Phe Ala Glu His Phe Gly Leu Leu Phe Gin lie Arg Asp 
210 215 220 



Asp Leu Ala Asp Leu Ser Gin Asp Asp Gin Glu Glu Lys His Met Asn 
225 230 235 240 



Tyr Ala Leu Leu Phe Gly Glu Val Ala Ala Lys Glu Leu Leu Asp His 
245 250 255 



Ser Phe Glu Ser Cys lie Lys Asn Leu His Leu Leu Gin Glu Arg Gly 
260 265 270 



Leu Glu Cys Leu Glu Pro Leu Glu Met Leu Cys Lys Asn Val Phe Cys 
275 280 285 



Gly Trp Lys 
290 



<210> 28 

<211> 354 

<212> PRT 

<213> Thermoplasma acidophilum 

<400> 28 

Met Gin lie Glu Thr Glu Asp Pro His Glu Thr lie Asn Asn Tyr Lys 
1 5 10 15 



Leu Arg lie Asp Glu Arg lie Ser Arg Phe Phe Asp Arg Lys Glu Ala 
20 25 30 



Glu Thr Lys Asp Asp Leu Ser Arg Arg Val lie Arg Met lie Arg Glu 
35 40 45 



Tyr Thr Glu Gly Gly Gly Lys Arg Leu Arg Pro lie Phe Leu Val Leu 
50 55 60 



25156216 



-40- 



Gly Tyr Arg Leu Phe Ala Asp Glu Asn Asn Ala lie Phe Asp Ala Ser 
65 70 75 80 



lie Ser lie Glu Leu Ala Gin Ser Tyr Leu Leu lie His Asp Asp Val 
85 90 95 



lie Asp Asp Ser Asp Leu Arg Arg Gly Lys Pro Ser Met His lie Arg 
100 105 110 



Leu Trp Arg Ser Phe Phe Pro Glu Ser Glu Lys Gly Lys Lys Met Gly 
115 120 ~ " 125 



Glu Gly Leu Ala lie Val Ala Gly Asp Leu Ala Glu Thr Tyr Ala His 
130 135 140 



Glu Ser Leu lie Asn Ser Asp Phe Asp Pro Ser Leu Leu Leu Leu Ala 
145 150 155 160 



Asp Met Glu Leu Thr Lys Thr lie Glu Met Thr Gly Tyr Gly Gin Phe 
165 170 " 175 



Leu Asp Val Val Ser Gly Thr Leu Asn Asp Phe Arg Glu Asn Asp Leu 
180 185 190 



lie Arg Leu His Leu Trp Lys Thr Ala Arg Tyr Thr Leu Glu Gly Pro 
195 200 205 



Leu Ala Met Gly Ala Leu Leu Ser Gly Arg His Asp Gin lie Met Asp 
210 215 220 



Leu Arg Leu Phe Gly Arg Thr Leu Gly lie Ala Phe Gin Leu Lys Asp 
225 230 235 240 



Asp lie Leu Gly Leu Phe Gly Asp Glu Ala Thr Thr Gly Lys Ser lie 
245 250 255 



Tyr Ser Asp Val Asn Glu Gly Lys Arg Thr Leu Leu Met lie Lys Ala 
260 265 270 



Met Glu Phe Ser Asp Arg Gin Asp Ala Glu Phe lie Asp Arg lie Leu 
275 280 285 



Arg Arg Gly Asn Val Thr Gin Glu Glu Phe Glu Arg lie Arg Asn lie 
290 295 300 
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Val Met Lys Ser Gly Ser Tyr Asp Tyr Ser Val Lys Leu Met Asp Ser 
305 ^ 310 315 320 



Leu Val Ala Lys Ser Lys Glu Tyr Leu Asn Arg lie Arg Gly Asn Ser 
325 330 335 



Cys Ala Lys Thr Tyr Leu Ser Trp Leu Ser Asp Tyr Leu Val Ala Arg 
340 345 350 



Asp His 



<210> 29 

<211> 360 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 29 

Met Ala Thr Thr Val His Leu Ser Ser Ser Ser Leu Phe Ser Gin Ser 
1 5 10 15 



Arg Gly Arg Arg Asp Asn Ser lie Ser Ser Val Lys Ser Leu Arg Lys 
20 25 30 



Arg Thr Val Leu Ser Leu Ser Ser Ala Leu Thr Ser Gin Asp Ala Gly 
35 40 45 



His Met lie Gin Pro Glu Gly Lys Ser Asn Asp Asn Asn Ser Ala Phe 
50 55 60 



Asp Phe Lys Leu Tyr Met lie Arg Lys Ala Glu Ser Val Asn Ala Ala 
65 ^ 70 ^ J 75 80 



Leu Asp Val Ser Val Pro Leu Leu Lys Pro Leu Thr lie Gin Glu Ala 
85 90 95 



Val Arg Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Leu Leu 
100 ~ 105 " 110 



Cys lie Ala Ala Cys Glu Leu Val Gly Gly Asp Glu Ala Thr Ala Met 
115 120 125 



Ser Ala Ala Cys Ala Val Glu Met lie His Thr Ser Ser Leu lie His 
130 135 140 



Asp Asp Leu Pro Cys Met Asp Asn Ala Asp Leu Arg Arg Gly Lys Pro 
145 150 155 160 
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Thr Asn His Lys Val Tyr Gly Glu Asp Met Ala Val Leu Ala Gly Asp 
165 170 175 



Ala Leu Leu Ala Leu Ala Phe Glu His Met Thr Val Val Ser Ser Gly 
180 185 190 



Leu Val Ala Pro Glu Lys Met lie Arg Ala Val Val Glu Leu Ala Arg 
195 200 205 



Ala He Gly Thr Thr Gly Leu Val Ala Gly Gin Met He Asp Leu Ala 
210 215 220 



Ser Glu Arg Leu Asn Pro Asp Lys Val Gly Leu Glu His Leu Glu Phe 
225 230 235 240 



He His Leu His Lys Thr Ala Ala Leu Leu Glu Ala Ala Ala Val Leu 
245 250 255 



Gly Val He Met Gly Gly Gly Thr Glu Gin Glu He Glu Lys Leu Arg 
260 265 270 



Lys Tyr Ala Arg Cys He Gly Leu Leu Phe Gin Val Val Asp Asp He 
275 280 285 



Leu Asp Val Thr Lys Ser Thr Glu Glu Leu Gly Lys Thr Ala Gly Lys 
290 295 ~ 300 



Asp Val Met Ala Gly Lys Leu Thr Tyr Pro Arg Leu He Gly Leu Glu 
305 310 315 320 



Gly Ser Arg Glu Val Ala Glu Lys Leu Arg Arg Glu Ala Glu Glu Gin 
325 330 335 



Leu Leu Gly Phe Asp Pro Ser Lys Ala Ala Pro Leu Val Ala Leu Ala 
340 345 350 



Ser Tyr He Ala Cys Arg His Asn 
355 " 360 



<210> 30 

<211> 371 

<212> PRT 

<213> Mycobacterium aurum 

<400> 30 
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Met Ala Ser Arg Ser Gin Val Ala Thr Asp Pro Pro Val Gly Ala Gly 
15 10 15 



Pro Thr Ala Thr Arg Trp Leu Ala Pro Leu Arg Arg Ala Val Leu Gly 
20 25 30 



Ala Val Thr Glu Phe Leu Asp Thr His Cys Arg Glu Ala Leu Tyr Gly 
35 40 45 



Ala His Val Asp lie Thr Glu Leu Val Leu Arg Gly Met Leu Ala Glu 
50 55 60 



Gly Lys Cys Val Arg Ser Thr Tyr Leu Tyr Leu Gly Trp Gin Cys Gly 
65 70 75 80 



Ala Pro Ala Asp Glu Ala Ala Leu Arg Ala Ala Ala Ser Leu Glu Leu 
85 90 95 



Leu His Ala Phe Ala Leu Leu Gin Asp Asp Val Met Asp Glu Ser Pro 
100 105 110 



Met Arg Arg Gly Arg Pro Ser Ala His Arg Ala Phe Glu Arg Trp His 
115 120 125 



Arg Glu Arg Gly Leu Pro Gly Ser Ser Ala Arg Phe Gly Glu Ser Ala 
130 135 140 



Ala Val Leu Leu Gly Asp Leu Cys Leu Val Trp Ala Glu Gin Met Leu 
145 150 155 160 



Arg Glu Ser Gly Val Asp Glu Ala Ala Leu Thr Arg Ala Trp Pro Arg 
165 170 175 



Tyr Asp Ala Met Arg Thr Glu Leu Ala Val Gly Gin Phe Ala Asp Leu 
180 185 190 



Val Asn Asp Thr Ala Gly Phe Pro Gin Leu Asp Glu Val Leu Asp Val 
195 200 205 



Ala Arg Arg Lys Ser Gly Asn Tyr Thr Val Arg Arg Pro Leu Glu lie 
210 ' 215 220 



Gly Ala Ala Leu Ala Gly Cys Asp Ala Glu Val lie Thr Val Leu Gly 
225 230 235 240 



Arg Tyr Gly Glu Ala lie Gly Glu Ala Phe Gin Leu Arg Asp Asp Leu 
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245 250 255 



Leu Gly Val Phe Gly Ala Pro Gin Thr Thr Gly Lys Pro Thr Gly Thr 
260 265 270 



Asp Leu Val Ala Arg Lys Ala Thr Thr Val Val Val Ala Gly Tyr Glu 
275 280 285 



Leu Ala Thr Gly Ala Gin Gin Arg Gin Phe Lys Glu Phe Met Thr Ala 
290 295 300 



Pro Glu Leu Ser Ser Gly Asp Val Thr Arg Trp Gin Ala Leu lie Ser 
305 310 315 320 



Glu Val Gly Thr Val Gin Arg lie Glu Asp Met lie His Arg Arg Phe 
325 330 335 



Ala Val Ala Val Gin Ala Leu Asp Ser Leu Asp Ala Thr Arg Leu Asp 
340 345 350 



Ala Asp Ala Arg Ser Ala Leu Val Ala Met Ala Ser Ala Cys Thr Glu 
355 360 365 



Arg lie Ala 
37 0 



<210> 31 
<211> 229 
<212> PRT 

<213> Chlamydophila pneumoniae 
<400> 31 

His Asp Val Met Asp Ser Ala Leu Ala Val Glu Phe Val His Thr Ser 
15 10 15 



Thr Leu lie Ala Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Glu Arg 
20 25 30 



Arg Gly Arg Pro Thr Val His Lys Ala Phe Asp Glu Ala Thr Ala Leu 
35 40 45 



Leu Ala Ser Tyr Ala Leu lie Pro Ala Ala Tyr Ser His Leu Arg Leu 
50 55 60 



Asn Ala Lys Lys Leu Lys Glu Gin Gly Cys Asp Pro Arg Glu lie Asp 
65 70 75 80 
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lie Ala Tyr Asn lie lie Gly Asp lie Thr Asp Lys Asn lie Gly Cys 
85 90 95 



Ser Gly Val Leu Gly Gly Gin Tyr Asp Asp Met Phe Phe Ser Asn Arg 
100 105 110 



Gly Gin Glu His Val Gin Ser lie Met lie Lys Lys Thr Gly Ser Leu 
115 120 125 



Phe Glu lie Ala Cys lie Ser Gly Trp Leu Phe Gly Gly Gly Asp Pro 
130 135 140 



Gin Phe Ala Pro lie lie Thr Ser Phe Ser Asn Asn Phe Gly Leu Leu 
145 150 155 160 



Phe Gin lie Lys Asp Asp Phe Ser Asp Leu Gin Lys Asp Ser Gin Gin 
165 170 175 



lie Gly Leu Asn Tyr Ala Leu Leu Phe Gly Glu Lys Ala Ala Leu Glu 
180 185 190 



Leu Leu Ala Arg Ser Gin Asn Asn Cys Leu Glu Leu Leu Asp Arg Leu 
195 " 200 205 



Ser Ala Gly Gly Leu Lys Asn Ser Ser Glu Phe Glu Thr lie lie Ser 
210 215 220 



Ser Leu Gly Ser Phe 
225 



<210> 32 
<211> 343 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 32 

Met Leu Cys Lys lie lie lie Met Arg Pro Cys Tyr Ser Leu Val Leu 
15 10 15 



Ser Ala Met Arg Leu lie Arg Pro Ser Asn Arg Arg Leu Ser Ser lie 
20 25 30 



Ala Ser Ser Asp Ser Glu Phe lie Ser Tyr Met Asn Asn Lys Ala Lys 
35 40 45 



Ser lie Asn Lys Ala Leu Asp Asn Ser lie Pro Leu Cys Asn Asn Ser 
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50 55 60 



Val Pro Leu Trp Glu Pro Val Leu Glu Val His Lys Ala Met Arg Tyr 
65 70 75 80 



Thr Leu Leu Ser Gly Gly Lys Arg Val Arg Pro Met Leu Cys Leu Val 
85 90 95 



Ala Cys Glu Leu Val Gly Gly Gin Glu Ser Thr Ala Met Pro Ala Ala 
100 105 110 



Cys Ala Val Glu Met lie His Ala Ala Ser Leu lie Leu Asp Asp Leu 
115 120 125 



Pro Cys Met Asp Asp Asp Ser Leu Arg Arg Gly lie Pro Thr Asn His 
130 * ~ 135 140 



Lys Val Phe Gly Glu Lys Thr Ser lie Leu Ala Ser Asn Ala Leu Met 
145 150 155 160 



Ser Leu Ala Val Lys Gin Thr Leu Ala Ser Thr Ser Leu Gly Val Thr 
165 170 175 



Ser Glu Arg Val Leu Arg Ala Val Gin Glu Met Ala Arg Ala Val Gly 
180 185 190 



Thr Glu Gly Leu Val Ala Gly Gin Ala Ala Asp Leu Ala Gly Glu Arg 
195 200 205 



Met Ser Phe Lys Asn Glu Asp Asp Glu Leu Arg Tyr Leu Glu Leu Met 
210 215 220 



His Val His Lys Thr Ala Val Leu Val Glu Ala Ala Ala Val Val Gly 
225 230 235 240 



Ala lie Met Gly Gly Gly Ser Asp Glu Glu lie Glu Arg Leu Lys Ser 
245 250 255 



Tyr Ala Arg Cys Val Gly Leu Met Phe Gin Val Met Asp Asp Val Leu 
260 265 270 



Asp Glu Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp 
275 280 285 



Leu lie Thr Gly Lys Leu Thr Tyr Pro Lys Val Met Gly Val Asp Asn 
290 295 300 
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Ala Arg Glu Tyr Ala Lys Arg Leu Asn Arg Glu Ala Gin Glu His Leu 
305 310 315 320 



Gin Gly Phe Asp Ser Asp Lys Val Val Pro Leu Leu Ser Leu Ala Asp 
325 330 335 



Tyr lie Val Lys Arg Gin Asn 
34 0 



<210> 33 

<211> 373 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 33 

Gin lie Leu Phe Leu Tyr Leu Ser Leu Phe lie Leu Ser Leu Asn Phe 
1 5 10 15 



Phe Phe Thr Asn Leu Lys Pro Arg Leu Val Arg Leu Phe Gin Pro Ser 
20 ^ 25 30 



Leu Glu Ser Arg Val Lys Thr Ala Leu Leu Ser Arg Lys Glu Val Ala 
35 40 45 



Ala Phe Leu Asp Ser Pro lie Val Glu Asp Glu Glu Gly Glu Glu Arg 
50 55 60 



Glu Glu Glu Glu Glu Gly Gly lie Val Ser Asn Ala Asn Phe Thr Phe 
65 70 75 80 



Glu Phe Asp Pro Tyr Met Met Ser Lys Ala Glu Ser Val Asn Lys Ala 
85 90 95 



Leu Glu Glu Ala lie Pro Val Gly Glu Pro Leu Lys lie His Glu Ala 
100 105 110 



Met Arg Tyr Ala lie Leu Ala Ala Gly Lys Arg Val Arg Pro lie Leu 
115 120 125 



Cys Leu Ala Ser Cys Glu Leu Val Gly Gly Gin Glu Asn Ala Ala Met 
130 135 140 



Pro Ala Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu lie Lys 
145 150 155 160 
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Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro 
165 170 175 



Thr Thr His Lys Val Tyr Gly Glu Gly Val Ala lie Leu Ser Gly Gly 
180 185 190 



Ala Leu Leu Ser Leu Ala Phe Glu His Met Thr Thr Ala Glu lie Ser 
195 200 205 



Ser Glu Arg Met Val Trp Ala Val Arg Glu Leu Ala Arg Ser lie Gly 
210 215 220 



Thr Arg Gly Leu Val Ala Gly Gin Ala Met Asp lie Ser Ser Glu Gly 
225 230 235 240 



Leu Asp Leu Asn Glu Val Gly Leu Glu His Leu Glu Phe lie His Val 
245 250 255 



His Lys Thr Ala Val Leu Leu Glu Thr Ala Ala Val Leu Gly Ala lie 
260 265 270 



lie Gly Gly Gly Ser Asp Glu Glu lie Glu Ser Val Arg Lys Phe Ala 
275 280 285 



Arg Cys lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Glu 
290 295 300 



Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp Gin Leu 
305 310 315 320 



Ala Gly Lys Leu Thr Tyr Pro Lys Leu lie Gly Leu Glu Lys Ser Lys 
325 330 335 



Glu Phe Val Lys Arg Leu Thr Lys Asp Ala Arg Gin His Leu Gin Gly 
340 ~ 345 350 



Phe Ser Ser Glu Lys Val Ala Pro Leu Val Ala Leu Thr Thr Phe lie 
355 360 365 



Ala Asn Arg Asn Lys 
370 



<210> 34 

<211> 303 

<212> PRT 

<213> Mucor circinelloides f. lusitanicus 



25156216 



-49. 



<400> 34 



Met Leu Asn Ser His Asn Arg Thr Glu Glu Arg Ser Thr Glu Asp lie 
15 10 15 



lie Leu Glu Pro Tyr Thr Tyr Leu lie Ser Gin Pro Gly Lys Asp lie 
20 25 30 



Arg Ala Lys Leu lie Ser Ala Phe Asp Leu Trp Leu His Val Pro Lys 
35 40 45 



Asp Val Leu Cys Val lie Asn Lys lie lie Gly Met Leu His Asn Ala 
50 55 60 



Ser Leu Met lie Asp Asp Val Gin Asp Asp Ser Asp Leu Arg Arg Gly 
65 70 75 80 



Val Pro Val Ala His His lie Tyr Gly Val Pro Gin Thr lie Asn Thr 
85 90 95 



Ala Asn Tyr Val lie Phe Leu Ala Leu Gin Glu Val Met Lys Leu Asn 
100 105 110 



lie Pro Ser Met Met Gin Val Cys Thr Glu Glu Leu lie Asn Leu His 
115 120 125 



Arg Gly Gin Gly lie Glu Leu Tyr Trp Arg Asp Ser Leu Thr Cys Pro 
130 135 140 



Thr Glu Glu Glu Tyr lie Asp Met Val Asn Asn Lys Thr Ser Gly Leu 
145 150 155 160 



Leu Arg Leu Ala Val Arg Leu Met Gin Ala Ala Ser Glu Ser Asp lie 
165 170 175 



Asp Tyr Thr Pro Leu Val Asn lie lie Gly lie His Phe Gin Val Arg 
180 185 190 



Asp Asp Tyr Met Asn Leu Gin Ser Thr Ser Tyr Thr Asn Asn Lys Gly 
195 200 205 



Phe Cys Glu Asp Leu Thr Glu Gly Lys Phe Ser Phe Pro lie lie His 
210 215 220 



Ala lie Arg Lys Asp Pro Ser Asn Arg Gin Leu Leu Asn lie lie Ser 
225 230 235 240 
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Gin Lys Pro Thr Ser lie Glu Val Lys Lys Tyr Ala Leu Glu Val lie 
245 250 255 



Arg Lys Ala Gly Ser Phe Glu Tyr Val Arg Glu Phe Leu Arg Gin Lys 
260 265 270 



Glu Ala Glu Ser Leu Lys Glu lie Lys Arg Leu Gly Gly Asn Pro Leu 
275 280 285 



Leu Glu Lys Tyr lie Glu Thr lie Arg Val Glu Ala Thr Asn Asp 
290 295 300 



<210> 35 
<211> 347 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 35 

Met Thr Thr Leu Asn Leu Ser lie Phe Pro Ser Val Lys lie Ser Ser 
15 10 15 



Ser Ala Ser lie Pro Gly Phe lie Lys lie Gin Pro Phe Leu Leu Arg 
20 25 30 



Arg Lys Leu Ser Thr Val Leu Ser Val Thr Ala Arg Asp Glu Gly lie 
35 40 45 



lie His Asn His Phe Asp Phe Thr Ser Tyr Met lie Gly Lys Ala Asn 
50 55 60 



Ala Val Asn Glu Ala Leu Asp Ser Ala Val Ser Leu Arg Glu Pro lie 
65 70 75 80 



Lys lie His Glu Ala lie Arg Tyr Ser Leu Leu Ala Arg Gly Lys Arg 
85 90 95 



Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu Leu Val Gly Gly Glu 
100 105 110 



Glu Ser Val Ala Leu Pro Ala Ala Cys Ala Val Glu Met lie His Thr 
115 120 125 



Met Ser Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Leu 
130 135 140 



Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe Gly Glu Asp Val Ala 
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145 



150 



155 



160 



Val Leu Ala Gly Asp Ala Leu lie Ser Phe Ala Phe Glu His Leu Ala 
165 170 175 



Thr Ser Thr Ala Val Ser Pro Ala Arg Val Val Arg Ala lie Gly Glu 
180 185 190 



Leu Ala Lys Ala lie Gly Ser Lys Gly Leu Val Ala Gly Gin Val Val 
195 200 205 



Asp Leu Thr Ser Gly Gly Met Asp Gin Asn Asp Val Gly Leu Glu Val 
210 215 220 



Leu Glu Phe lie His Val His Lys Thr Ala Val Leu Leu Glu Ala Ala 
225 230 235 240 



Thr Val Leu Gly Ala lie Val Gly Gly Gly Ser Asp Glu Glu Val Glu 
245 250 255 



Lys Leu Arg Arg Phe Ala Arg Cys lie Gly Leu Leu Phe Gin Val Val 
260 265 " 270 



Asp Asp lie Leu Asp Val Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr 
275 280 285 



Ala Gly Lys Asp Leu lie Ala Asp Lys Leu Thr Tyr Pro Lys Leu Met 
290 " 295 300 



Gly Leu Glu Lys Ser Lys Asp Phe Ala Asp Lys Leu Leu Ser Asp Ala 
305 310 315 320 



His Glu Gin Leu His Gly Phe Asp Ser Ser Arg Val Lys Pro Leu Leu 
325 330 335 



Ala Leu Ala Asn Tyr lie Ala Lys Arg Gin Asn 
340 345 



<210> 36 
<211> 372 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 36 

Met Glu Ala Gin Asn lie Phe Leu Tyr Leu Leu lie Val Phe Leu Ser 
15 10 15 
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Leu His Phe Val Phe Thr Thr Leu Lys Gly Arg Leu Ser Pro Ala Asn 
20 25 30 



Thr Arg Arg Leu lie Arg Leu Leu His lie Pro lie Lys Ser Pro Val 
35 40 ' 45 



Ala Ala Ala lie Phe Ala Arg Lys Asp Thr Arg Glu Phe Leu Asp Ser 
50 55 60 



Ser lie Lys Leu Val Asn Glu Glu Asp Asp Phe Gly Phe Ser Phe Asp 
65 70 75 80 



Phe Lys Pro Tyr Met lie Ser Lys Ala Glu Thr lie Asn Arg Ala Leu 
85 " 90 95 



Asp Glu Ala lie Pro Leu lie Glu Pro Leu Asn lie His Lys Ala Met 
100 105 110 



Arg Tyr Ala lie Leu Ala Gly Gly Lys Arg Val Arg Pro lie Leu Cys 
115 120 125 



Leu Ala Ala Cys Glu Leu Val Gly Gly Glu Glu Arg Leu Ala lie Gin 
130 " 135 140 



Ala Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu lie Lys Asp 
145 ~ 150 155 160 



Asp Leu Pro Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr 

165 * 170 - - - 



Thr His Lys Val Phe Gly Glu Ser Val Ala lie Leu Ser Gly Gly Ala 
180 185 190 



Leu Leu Ala Leu Ala Phe Glu His Leu Thr Glu Ala Asp Val Ser Ser 
195 200 205 



Lys Lys Met Val Arg Ala Val Lys Glu Leu Ala Lys Ser lie Gly Thr 
210 215 220 



Lys Gly Leu Val Ala Gly Gin Ala Lys Asp Leu Ser Ser Glu Gly Leu 
225 230 235 240 



Glu Gin Asn Asp Val Gly Leu Glu Asp Leu Glu Tyr lie His Val His 
245 ' 250 255 
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Lys Thr Gly Ser Leu Leu Glu Ala Ser Ala Val He Gly Ala Val He 
260 265 270 



Gly Gly Gly Thr Glu Lys Glu He Glu Lys Val Arg Asn Phe Ala Arg 
275 280 285 



Cys He Gly Leu Leu Phe Gin Val Val Asp Asp He Leu Asp Glu Thr 
290 295 300 



Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp Lys Val Ala 
305 310 315 320 



Gly Lys Leu Thr Tyr Pro Lys Val He Gly Val Glu Lys Ser Lys Glu 
325 330 335 



Phe Val Glu Lys Leu Lys Arg Asp Ala Arg Glu His Leu Gin Gly Phe 
340 345 350 



Asp Ser Asp Lys Val Lys Pro Leu He Ala Leu Thr Asn Phe He Ala 
355 360 3 65 



Asn Arg Asn His 
370 



<210> 37 

<211> 326 

<212> PRT 

<213> Arabidopsis thai i ana 

<400> 37 

Met Leu Phe Ser Gly Ser Ala He Pro Leu Ser Ser Phe Cys Ser Leu 
1 5 10 15 



Pro Glu Lys Pro His Thr Leu Pro Met Lys Leu Ser Pro Ala Ala He 
20 25 30 



Arg Ser Ser Ser Ser Ser Ala Pro Gly Ser Leu Asn Phe Asp Leu Arg 
35 4 0 45 



Thr Tyr Trp Thr Thr Leu He Thr Glu He Asn Gin Lys Leu Asp Glu 
50 55 60 



Ala He Pro Val Lys His Pro Ala Gly He Tyr Glu Ala Met Arg Tyr 
65 70 75 80 



Ser Val Leu Ala Gin Gly Ala Lys Arg Ala Pro Pro Val Met Cys Val 
85 90 95 
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Ala Ala Cys Glu Leu Phe Gly Gly Asp Arg Leu Ala Ala Phe Pro Thr 
100 105 110 



Ala Cys Ala Leu Glu Met Val His Ala Ala Ser Leu lie His Asp Asp 
115 120 125 



Leu Pro Cys Met Asp Asp Asp Pro Val Arg Arg Gly Lys Pro Ser Asn 
130 135 " 140 



His Thr Val Tyr Gly Ser Gly Met Ala lie Leu Ala Gly Asp Ala Leu 
145 150 155 160 



Phe Pro Leu Ala Phe Gin His lie Val Ser His Thr Pro Pro Asp Leu 
165 170 175 



Val Pro Arg Ala Thr lie Leu Arg Leu lie Thr Glu lie Ala Arg Thr 
180 185 190 



Val Gly Ser Thr Gly Met Ala Ala Gly Gin Tyr Val Asp Leu Glu Gly 
195 200 205 



Gly Pro Phe Pro Leu Ser Phe Val Gin Glu Lys Lys Phe Gly Ala Met 
210 215 220 



Gly Glu Cys Ser Ala Val Cys Gly Gly Leu Leu Gly Gly Ala Thr Glu 
225 230 235 240 



Asp Glu Leu Gin Ser Leu Arg Arg Tyr Gly Arg Ala Val Gly Met Leu 
245 250 255 



Tyr Gin Val Val Asp Asp lie Thr Glu Asp Lys Lys Lys Ser Tyr Asp 
260 265 * " 270 



Gly Gly Ala Glu Lys Gly Met Met Glu Met Ala Glu Glu Leu Lys Glu 
275 280 285 



Lys Ala Lys Lys Glu Leu Gin Val Phe Asp Asn Lys Tyr Gly Gly Gly 
290 295 300 



Asp Thr Leu Val Pro Leu Tyr Thr Phe Val Asp Tyr Ala Ala His Arg 
305 310 315 320 



His Phe Leu Leu Pro Leu 
325 
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<210> 38 
<211> 371 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 38 

Met Ala Ser Val Thr Leu Gly Ser Trp lie Val Val His His His Asn 
15 10 15 



His His His Pro Ser Ser lie Leu Thr Lys Ser Arg Ser Arg Ser Cys 
20 25 30 



Pro lie Thr Leu Thr Lys Pro lie Ser Phe Arg Ser Lys Arg Thr Val 
35 40 45 



Ser Ser Ser Ser Ser lie Val Ser Ser Ser Val Val Thr Lys Glu Asp 
50 55 60 



Asn Leu Arg Gin Ser Glu Pro Ser Ser Phe Asp Phe Met Ser Tyr lie 
65 70 75 80 



lie Thr Lys Ala Glu Leu Val Asn Lys Ala Leu Asp Ser Ala Val Pro 
85 90 95 



Leu Arg Glu Pro Leu Lys lie His Glu Ala Met Arg Tyr Ser Leu Leu 
100 105 110 



Ala Gly Gly Lys Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu 
115 120 125 



Leu Val Gly Gly Glu Glu Ser Thr Ala Met Pro Ala Ala Cys Ala Val 
130 135 140 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met 
145 150 155 160 



Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe 
165 170 175 



Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ser Phe Ala 
180 185 190 



Phe Glu His Leu Ala Ser Ala Thr Ser Ser Asp Val Val Ser Pro Val 
195 200 205 



Arg Val Val Arg Ala Val Gly Glu Leu Ala Lys Ala lie Gly Thr Glu 
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210 215 220 



Gly Leu Val Ala Gly Gin Val Val Asp lie Ser Ser Glu Gly Leu Asp 
225 230 235 240 



Leu Asn Asp Val Gly Leu Glu His Leu Glu Phe lie His Leu His Lys 
245 250 255 



Thr Ala Ala Leu Leu Glu Ala Ser Ala Val Leu Gly Ala lie Val Gly 
260 265 270 



Gly Gly Ser Asp Asp Glu lie Glu Arg Leu Arg Lys Phe Ala Arg Cys 
275 280 285 



lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys 
290 295 300 



Ser Ser Lys Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu lie Ala Asp 
305 310 315 320 



Lys Leu Thr Tyr Pro Lys lie Met Gly Leu Glu Lys Ser Arg Glu Phe 
325 330 335 



Ala Glu Lys Leu Asn Arg Glu Ala Arg Asp Gin Leu Leu Gly Phe Asp 
340 345 350 



Ser Asp Lys Val Ala Pro Leu Leu Ala Leu Ala Asn Tyr lie Ala Tyr 
355 360 365 



Arg Gin Asn 
370 



<210> 39 
<211> 288 
<212> PRT 

<213> Rhodobacter sphaeroides 
<400> 39 

Met Ala Phe Glu Gin Arg lie Glu Ala Ala Met Ala Ala Ala He Ala 
15 10 15 



Arg Gly Gin Gly Ser Glu Ala Pro Ser Lys Leu Ala Thr Ala Leu Asp 
20 25 30 



Tyr Ala Val Thr Pro Gly Gly Ala Arg He Arg Pro Thr Leu Leu Leu 
35 4 0 45 
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Ser Val Ala Thr Arg Cys Gly Asp Ser Arg Pro Ala Leu Ser Asp Ala 
50 55 60 



Ala Ala Val Ala Leu Glu Leu lie His Cys Ala Ser Leu Val His Asp 
65 70 75 80 



Asp Leu Pro Cys Phe Asp Asp Ala Glu lie Arg Arg Gly Lys Pro Thr 
85 90 95 



Val His Arg Ala Tyr Ser Glu Pro Leu Ala lie Leu Thr Gly Asp Ser 
100 105 110 



Leu lie Val Met Gly Phe Glu Val Leu Ala Gly Ala Ala Ala Asp Arg 
115 120 125 



Pro Gin Arg Ala Leu Gin Leu Val Thr Ala Leu Ala Val Arg Thr Gly 
130 135 140 



Met Pro Met Gly lie Cys Ala Gly Gin Gly Trp Glu Ser Glu Ser Gin 
145 " 150 155 160 



lie Asn Leu Ser Ala Tyr His Arg Ala Lys Thr Gly Ala Leu Phe lie 
165 170 175 



Ala Ala Thr Gin Met Gly Ala lie Ala Ala Gly Tyr Glu Ala Glu Pro 
180 185 190 



Trp Glu Glu Leu Gly Ala Arg lie Gly Glu Ala Phe Gin Val Ala Asp 
195 200 " 205 



Asp Leu Arg Asp Ala Leu Cys Asp Ala Glu Thr Leu Gly Lys Pro Ala 
210 215 220 



Gly Gin Asp Glu lie His Ala Arg Pro Ser Ala Val Arg Glu Tyr Gly 
225 230 235 240 



Val Glu Gly Ala Ala Lys Gly Leu Lys Asp lie Leu Gly Gly Ala lie 
245 250 255 



Ala Ser lie Pro Ser Cys Pro Ala Glu Ala Met Leu Ala Glu Met Val 
260 265 270 



Arg Arg Tyr Ala Asp Lys lie Val Pro Ala Gin Val Ala Ala Arg Val 
275 280 285 
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<210> 40 

<211> 302 

<212> PRT 

<213> Synechocystis sp. 

<400> 40 

Met Val Ala Gin Gin Thr Arg Thr Asp Phe Asp Leu Ala Gin Tyr Leu 
1 5 10 15 



Gin Val Lys Lys Gly Val Val Glu Ala Ala Leu Asp Ser Ser Leu Ala 
20 25 30 



lie Ala Arg Pro Glu Lys lie Tyr Glu Ala Met Arg Tyr Ser Leu Leu 
35 40 45 



Ala Gly Gly Lys Arg Leu Arg Pro lie Leu Cys lie Thr Ala Cys Glu 
50 55 60 



Leu Cys Gly Gly Asp Glu Ala Leu Ala Leu Pro Thr Ala Cys Ala Leu 
65 ~ 70 75 80 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Ser Met 
85 90 95 



Asp Asn Asp Asp Phe Arg Arg Gly Lys Pro Thr Asn His Lys Val Tyr 
100 105 110 



Gly Glu Asp lie Ala lie Leu Ala Gly Asp Gly Leu Leu Ala Tyr Ala 
115 120 125 



Phe Glu Tyr Val Val Thr His Thr Pro Gin Ala Asp Pro Gin Ala Leu 
130 135 140 



Leu Gin Val lie Ala Arg Leu Gly Arg Thr Val Gly Ala Ala Gly Leu 
145 150 155 160 



Val Gly Gly Gin Val Leu Asp Leu Glu Ser Glu Gly Arg Thr Asp lie 
165 * 170 175 



Thr Pro Glu Thr Leu Thr Phe lie His Thr His Lys Thr Gly Ala Leu 
180 185 190 



Leu Glu Ala Ser Val Leu Thr Gly Ala lie Leu Ala Gly Ala Thr Gly 
195 200 205 



Glu Gin Gin Gin Arg Leu Ala Arg Tyr Ala Gin Asn lie Gly Leu Ala 
210 215 220 



25156216 



-59- 



Phe Gin Val Val Asp Asp lie Leu Asp lie Thr Ala Thr Gin Glu Glu 
225 230 235 240 



Leu Gly Lys Thr Ala Gly Lys Asp Val Lys Ala Gin Lys Ala Thr Tyr 
245 250 255 



Pro Ser Leu Leu Gly Leu Glu Ala Ser Arg Ala Gin Ala Gin Ser Leu 
260 265 270 



lie Asp Gin Ala lie Val Ala Leu Glu Pro Phe Gly Pro Ser Ala Glu 
275 280 285 



Pro Leu Gin Ala lie Ala Glu Tyr lie Val Ala Arg Lys Tyr 
290 295 300 



<210> 41 

<211> 376 

<212> PRT 

<213> Oryza sativa 

<400> 41 

Met His Val Leu Ala Gin Ser Thr Ala Val Ala Lys Val Ala Ala Ser 
15 10 15 



Gly Cys Leu Arg Arg Ser Pro Asn Pro Ser Val Thr Phe Gin Arg Ser 
20 25 30 



Pro Ser Leu Leu Leu Ser Pro Ala Ala Cys Arg Arg Arg Cys Arg Arg 
35 40 ' " " 45 



Gly Cys Ser Val Ser Val Asp Val Arg Cys Ser Leu Gly Ala Met Val 
50 55 60 



Thr Pro Glu Leu Asn Gly Gly Asp Val Gly Val Gly Val Gly Gly Gly 
65 70 75 80 



Ser Phe Asp Phe Gin Arg Tyr Leu Ser Ala Arg Ala Asp Ala Val His 
85 90 95 



Asp Ala Leu Asp Arg Ala Met Pro Arg Gly Phe Pro Glu Arg Leu Cys 
100 105 110 



Glu Ser Met Arg Tyr Ser Val Leu Ala Gly Gly Lys Arg Val Arg Pro 
115 " " 120 ' " 125 
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Val Leu Ala Leu Ala Ala Cys Glu Leu Val Gly Gly Asp Ala Ala Ala 
130 135 140 



Ala Thr Pro Val Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu 
145 150 155 160 



lie His Asp Asp Met Pro Cys Met Asp Asp Asp Ala Leu Arg Arg Gly 
165 " 170 175 



Arg Pro Ser Asn His Val Ala Phe Gly Glu Phe Thr Ala Leu Leu Ala 
180 185 190 



Gly Asp Ala Leu His Ala Leu Ala Phe Glu His Val Ala Arg Gly Cys 
195 200 205 



Gly Asp His Gly Val Pro Ala Asp Arg Thr Leu Arg Ala Val Ala Glu 
210 215 220 



Leu Gly Ser Ala Ser Gly Thr Gly Gly Val Ala Ala Gly Gin Val Ala 
225 230 235 240 



Asp Lys Glu Ser Glu Gly Leu Pro Val Ser Leu Ala Met Leu Glu Tyr 
245 250 255 



lie His Val His Lys Thr Ala Arg Leu Leu Glu Ala Ala Ala Val Ser 
260 265 270 



Gly Ala lie Val Gly Gly Gly Ala Asp Ala Glu Val Glu Arg Val Arg 
275 280 285 



Arg Tyr Ala Arg Cys Val Gly Leu Leu Phe Gin Val Val Asp Asp Val 
290 ^ 295 300 



Leu Asp Met Thr Ser Thr Ser Glu Gin Leu Gly Lys Thr Ala Gly Lys 
305 310 315 320 



Asp Val Glu Ala Asp Lys Ala Thr Tyr Pro Lys Leu Leu Gly Val Asp 
325 330 335 



Lys Ala Arg Glu Tyr Ala Ala Asp Leu Leu Ala Met Ala Glu Ala Glu 
340 345 350 



Leu Asp Gly Phe Asp Ala Glu Arg Ala Ala Pro Leu Arg His Leu Ala 
355 360 365 



Arg Phe lie Ala Tyr Arg Gin His 
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370 



375 



<210> 42 
<211> 351 
<212> PRT 

<213> Scoparia dulcis 
<400> 42 

Met Ser Leu Val Asn Pro Val Ser Thr Trp Pro Asn Pro Thr Arg Ser 
15 10 15 



Ser Val Phe Arg Pro Lys Pro Ala lie Leu Asn Thr Thr His Leu Pro 
20 25 30 



lie Ser Phe Leu Phe Ala Gly Lys Pro lie Ser Ala Val Leu Thr Lys 
35 40 45 



Glu Tyr Ser His Gin Thr Ser Ser Thr Phe Asp Phe Lys Lys Tyr Met 
50 55 60 



Leu Glu Lys Ala Ser Ser Val Asn Lys Ala Leu Glu Ser Ala Val Ser' 
65 70 75 80 



Leu Lys Glu Pro Leu Lys lie His Glu Ser Met Arg Tyr Ser Leu Leu 
85 90 95 



Ala Gly Gly Lys Arg Val Arg Pro Met Leu Cys Leu Ala Ala Cys Glu 
100 " 105 110 



Leu Val Gly Gly His Pro Ser Thr Ala Met Pro Ala Ala Cys Ser lie 
115 120 125 



Glu Met lie His Thr Met Ser Leu Met His Asp Asp Leu Pro Cys Met 
130 135 140 



Asp Asn Asp His Leu Arg Arg Gly His Pro Thr Asn His lie Val Phe 
145 150 155 160 



Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ala Tyr Ser 
165 170 175 



Phe Glu Tyr Leu Ala Thr Ala Thr Glu Gly Val Leu Pro Glu Arg lie 
180 185 190 



Val Arg Val lie Ala Glu Leu Ala Lys Cys lie Arg Ser Glu Gly Leu 
195 200 205 



25156216 



-62 - 



Leu Ala Gly Gin Val Val Asp lie Cys Ser Glu Gly Val Ser Glu lie 
210 215 220 



Gly Leu Glu His Leu Glu Tyr lie His Leu His Lys Thr Ala Ala Leu 

225 . 230 235 240 



Leu Glu Gly Ser Val Val Leu Gly Ala lie Leu Gly Gly Gly Asn Asp 
245 250 255 



Glu Glu Val Glu Arg Leu Arg Lys Phe Ala Arg Cys lie Gly Leu Leu 
260 265 270 



Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys Thr Ser Val Glu 
275 280 285 



Leu Gly Lys Thr Ala Gly Lys Asp Leu Val Ala Asp Lys Thr Thr Tyr 
290 295 300 



Pro Lys Leu lie Gly lie Glu Lys Ser Arg Glu Phe Ala Glu Lys Leu 
305 ~ 310 315 320 



Asn Arg Glu Ala Gin Glu Gin Leu Val Gly Phe Asp Ser Asp Lys Ala 
325 330 335 



Ala Pro Leu lie Ala Leu Ala Asn Tyr lie Ala Tyr Arg Glu Asn 
340 345 350 



<210> 43 
<211> 368 
<212> PRT 

<213> Croton sublyratus 
<400> 43 

Met Ser Ser Val Asn Leu Gly Ser Trp Val His Thr Ser Ser Val He 
15 10 15 



Ser Gin Ala Thr Arg Ser Arg Ser Lys Ser Lys Pro Leu Ser Phe Ser 
20 25 30 



Pro Val Ser He Pro Leu Phe Tyr Arg Asn Ser Lys Arg Ser Val Ser 
35 40 45 



Tyr Val Ser Ala He Val Thr Lys Asp Glu Glu Thr He Gin Glu Glu 
50 55 60 



Gin Asn Lys Asn Ser Ser Ser Ser Leu Gly Phe Asp Phe Lys Ser Tyr 
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65 



70 



75 



80 



Met Val Gin Lys Ala Ser Ala lie Asn Gin Ala Leu Glu Ala Ala Val 
85 90 95 



Ser Leu Arg Glu Pro Leu Lys lie His Glu Ser Met Arg Tyr Ser Leu 
100 105 110 



Leu Ala Gly Gly Lys Arg Val Arg Pro Ala Leu Cys Leu Ala Ala Cys 
115 120 125 



Glu Leu Val Gly Gly Asp Glu Ser Met Ala Met Pro Ala Ala Cys Ala 
130 135 140 



Val Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys 
145 150 155 160 



Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His lie Val 
165 170 175 



Phe Gly Glu Asn Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ala Phe 
180 185 190 



Ala Phe Glu His lie Ala Val Ser Thr Leu Asn Val Ser Pro Val Arg 
195 200 205 



lie Val Arg Gly Val Gly Glu Leu Ala Lys Ala He Gly Ala Glu Gly 
210 215 220 



Leu Val Ala Gly Gin Val Val Asp He Cys Ser Glu Gly Leu Ser Glu 
225 230 235 240 



Val Asp Leu Glu Lys Leu Glu Phe He His He His Lys Thr Ala Lys 
245 250 255 



Leu Leu Glu Gly Ala Val Val Leu Gly Ala He Met Gly Gly Gly Thr 
260 265 270 



Asp Glu Glu Val Glu Lys Leu Arg Lys Tyr Ala Arg Asp He Gly Leu 
275 280 285 



Leu Phe Gin Val Val Asp Asp He Leu Asp Val Thr Lys Ser Ser Gin 
290 295 300 



Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu Val Ala Asp Lys Val Thr 
305 310 315 320 
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Tyr Pro Lys Leu Met Gly lie Glu Lys Ser Arg Glu Phe Ala Glu Lys 
325 330 335 



Leu Asn Lys Glu Ala Gin Glu Gin Leu Ala Gly Phe Asp Pro Glu Lys 
340 345 350 



Ala Ala Pro Leu lie Ala Leu Ala Asn Tyr lie Ala Tyr Arg Gin Asn 
355 360 365 



<210> 44 

<211> 392 

<212> PRT 

<213> Streptomyces coelicolor 

<400> 44 

Met Arg Thr Thr Glu Ser Glu Lys Gly Leu Arg Met Pro Gly Leu Pro 
1 5 10 15 



Pro Met Val Ala Pro Pro Ala Glu Gin Val Asp Asp Pro Val Thr Ala 
20 25 30 



Thr Asp Ala Ala Asn Ala Val Asp Ala Val Leu Arg Gly Val Leu Asp 
35 40 45 



Glu Arg Leu Arg His Cys Arg Ala Val Asp Pro Leu Phe Ala Arg Glu 
50 55 60 



Leu Ala Asp Arg Leu Ala Ala Leu Thr Ala Arg Gly Gly Lys Arg Leu 
65 " 70 75 80 



Arg Thr Ala Phe Ala His Cys Gly Trp Arg Ala Ala Gly Gly Ser Gly 
85 90 95 



Asp Ala Thr Ala Val Leu Arg Thr Gly Ala Ala Leu Glu Leu Leu Gin 
100 105 110 



Ala Cys Ala Leu Val His Asp Asp Val Met Asp Gly Ser Val Gin Arg 
115 120 ** 125 



Arg Gly Ala Pro Ala Leu His Val Asp Leu Ala Arg Gly His Trp Ala 
130 135 140 



Ala Gly Met His Gly Ser Ser Glu Ser Phe Gly Thr Ser Ala Ala Val 
145 150 155 160 
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Leu Thr Gly Asp Leu Ala Leu Ala Trp Ala Asp Asp Leu Leu Thr Glu 
165 170 175 



Thr Ala Leu Gly Thr Pro His Gly Pro Arg Leu His Gly Glu Trp Arg 
180 185 190 



Ala Met Arg Thr Glu Met Val Ala Gly Gin Tyr Arg Asp Leu His Ala 
195 200 205 



Gin Ala Ala Arg Ser Ser Gly Val Asp Glu Ala Leu Ala lie Ala Thr 
210 215 220 



Leu Lys Ser Ala Leu Tyr Thr Val Ala Arg Pro Leu Ala Leu Gly Ala 
225 230 235 240 



Val Leu Ala Gly Ala Ala Asp Gly Asp Ala Leu Glu Ala Leu Arg Ala 
245 250 255 



Ala Gly Arg Cys Ala Gly Leu Ala Phe Gin Leu Arg Asp Asp Leu Leu 
260 265 270 



Gly Ala Phe Gly Asp Pro Ala Leu Thr Gly Lys Pro Ala Asp Asp Asp 
275 280 285 



Leu Arg Ser Arg Lys Leu Thr Tyr Leu Leu Ala Val Ala Val Arg Leu 
290 295 300 



Ala Asp Ala Ala Asp Asp His Leu Ala Ala Ala Ala Leu Ala Pro Asp 
305 310 315 320 



Ala Asp Pro Lys Ser Glu Lys Ala Val Arg Gin Val Arg Ser Ala Leu 
325 330 335 



Val Arg Thr Gly Ala Arg Asp Leu Val Glu Thr Lys lie Gly Glu Leu 
340 345 350 



Thr Asp Met Ser Leu Ala His Phe Asp Arg Cys Gly Ala Arg Pro Ala 
355 360 365 



Val Arg His Glu Phe Ala Ala Leu lie Gly Arg Ala Thr Gly Ala Val 
370 375 380 



Pro Arg Gly Thr Gly Glu Val Val 
385 390 



<210> 45 
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<211> 291 
<212> PRT 

<213> Paracoccus marcusii 
<400> 45 

Met Arg Arg Asp Val Asn Pro lie His Ala Thr Leu Leu Gin Thr Arg 
1 5 10 15 



lie Glu Glu lie Ala Gin Gly Phe Gly Ala Val Leu Gin Pro Leu Gly 
20 25 30 



Ala Ala Met Ala Ala Leu Ser Ser Gly Lys Arg Phe Arg Gly Met Leu 
35 40 45 



Met Leu Leu Ala Ala Glu Ala Ser Gly Gly Val Cys Asp Thr lie Val 
50 55 60 



Asp Ala Ala Cys Ala Val Glu Met Val His Ala Ala Ser Leu lie Phe 
65 70 75 80 



Asp Asp Leu Pro Cys Met Asp Asp Ala Gly Leu Arg Arg Gly Gin Pro 
85 90 95 



Ala Thr His Val Ala His Gly Glu Ser Arg Ala Val Leu Gly Gly lie 
100 105 110 



Ala Leu lie Thr Glu Ala Met Ala Leu Leu Ala Gly Ala Arg Gly Ala 
115 120 125 



Ser Gly Thr Val Arg Ala Gin Leu Val Arg lie Leu Ser Arg Ser Leu 
130 135 140 



Gly Pro Gin Gly Leu Cys Ala Gly Gin Asp Leu Asp Leu His Ala Ala 
145 " 150 155 160 



Lys Asn Gly Ala Gly Val Glu Gin Glu Gin Asp Leu Lys Thr Gly Val 
165 170 175 



Leu Phe lie Ala Gly Leu Glu Met Leu Ala Val lie Lys Glu Phe Asp 
180 185 190 



Ala Glu Glu Gin Thr Gin Met lie Asp Phe Gly Arg Gin Leu Gly Arg 
195 200 205 



Val Phe Gin Ser Tyr Asp Asp Leu Leu Glu Val Val Gly Asp Gin Ala 
210 215 220 
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Ala Leu Gly Lys Asp Thr Gly Arg Asp Ala Ala Ala Pro Gly Pro Arg 
225 230 235 240 



Arg Gly Leu Leu Ala Val Ser Asp Leu Gin Lys Val Ser Arg Gin Tyr 
245 250 255 



Glu Ala Ser Arg Ala Gin Leu Glu Gly Met Val Gly Ser Lys Arg Leu 
260 265 270 



Gin Ala Pro Glu lie Glu Ala Leu Leu Glu Arg Val Leu Pro Tyr Ala 
275 280 " 285 



Ala Arg Ala 
290 



<210> 46 

<211> 300 

<212> PRT 

<213> Human 

<400> 46 

Met Glu Lys Thr Gin Glu Thr Val Gin Arg lie Leu Leu Glu Pro Tyr 
15 10 15 



Lys Tyr Leu Leu Gin Leu Pro Gly Lys Gin Val Arg Thr Lys Leu Ser 
20 25 30 



Gin Ala Phe Asn His Trp Leu Lys Val Pro Glu Asp Lys Leu Gin lie 
35 40 45 



lie lie Glu Val Thr Glu Met Leu His Asn Ala Ser Leu Leu lie Asp 
50 55 60 



Asp lie Glu Asp Asn Ser Lys Leu Arg Arg Gly Phe Pro Val Ala His 
65 70 75 80 



Ser lie Tyr Gly lie Pro Ser Val lie Asn Ser Ala Asn Tyr Val Tyr 
85 90 95 



Phe Leu Gly Leu Glu Lys Val Leu Thr Leu Asp His Pro Asp Ala Val 
100 105 110 



Lys Leu Phe Thr Arg Gin Leu Leu Glu Leu His Gin Gly Gin Gly Leu 
115 120 125 



Asp lie Tyr Trp Arg Asp Asn Tyr Thr Cys Pro Thr Glu Glu Glu Tyr 
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130 135 140 



Lys Ala Met Val Leu Gin Lys Thr Gly Gly Leu Phe Gly Leu Ala Val 
145 150 155 160 



Gly Leu Met Gin Leu Phe Ser Asp Tyr Lys Glu Asp Leu Lys Pro Leu 
165 170 175 



Leu Asn Thr Leu Gly Leu Phe Phe Gin lie Arg Asp Asp Tyr Ala Asn 
180 = 185 190 



Leu His Ser Lys Glu Tyr Ser Glu Asn Lys Ser Phe Cys Glu Asp Leu 
195 200 205 



Thr Glu Gly Lys Phe Ser Phe Pro Thr lie His Ala lie Trp Ser Arg 
210 215 220 



Pro Glu Ser Thr Gin Val Gin Asn lie Leu Arg Gin Arg Thr Glu Asn 
225 230 235 240 



lie Asp lie Lys Lys Tyr Cys Val His Tyr Leu Glu Asp Val Gly Ser 
245 250 255 



Phe Glu Tyr Thr Arg Asn Thr Leu Lys Glu Leu Glu Ala Lys Ala Tyr 
260 265 270 



Lys Gin lie Asp Ala Arg Gly Gly Asn Pro Glu Leu Val Ala Leu Val 
275 280 285 



Lys His Leu Ser Lys Met Phe Lys Glu Glu Asn Glu 
290 295 300 



<210> 47 
<211> 371 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 47 

Met Ala Ser Val Thr Leu Gly Ser Trp He Val Val His His His Asn 
15 10 15 



His His His Pro Ser Ser He Leu Thr Lys Ser Arg Ser Arg Ser Cys 
20 25 30 



Pro He Thr Leu Thr Lys Pro lie Ser Phe Arg Ser Lys Arg Thr Val 
35 40 45 
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Ser Ser Ser Ser Ser lie Val Ser Ser Ser Val Val Thr Lys Glu Asp 
50 55 60 



Asn Leu Arg Gin Ser Glu Pro Ser Ser Phe Asp Phe Met Ser Tyr lie 
65 70 75 80 



lie Thr Lys Ala Glu Leu Val Asn Lys Ala Leu Asp Ser Ala Val Pro 
85 ^ 90 95 



Leu Arg Glu Pro Leu Lys lie His Glu Ala Met Arg Tyr Ser Leu Leu 
100 105 110 



Ala Gly Gly Lys Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu 
115 120 125 



Leu Val Gly Gly Glu Glu Ser Thr Ala Met Pro Ala Ala Cys Ala Val 
130 135 140 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met 
145 150 155 " 160 



Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe 
165 170 175 



Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ser Phe Ala 
180 185 190 . 



Phe Glu His Leu Ala Ser Ala Thr Ser Ser Asp Val Val Ser Pro Val 
195 200 205 



Arg Val Val Arg Ala Val Gly Glu Leu Ala Lys Ala He Gly Thr Glu 
210 215 220 



Gly Leu Val Ala Gly Gin Val Val Asp He Ser Ser Glu Gly Leu Asp 
225 230 235 240 



Leu Asn Asp Val Gly Leu Glu His Leu Glu Phe He His Leu His Lys 
245 250 255 



Thr Ala Ala Leu Leu Glu Ala Ser Ala Val Leu Gly Ala He Val Gly 
260 265 270 



Gly Gly Ser Asp Asp Glu He Glu Arg Leu Arg Lys Phe Ala Arg Cys 
275 ' * 280 ' 285 
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lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys 
290 295 300 



Ser Ser Lys Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu lie Ala Asp 
305 310 315 320 



Lys Leu Thr Tyr Pro Lys lie Met Gly Leu Glu Lys Ser Arg Glu Phe 
325 330 335 



Ala Glu Lys Leu Asn Arg Glu Ala Arg Asp Gin Leu Leu Gly Phe Asp 
340 345 350 



Ser Asp Lys Val Ala Pro Leu Leu Ala Leu Ala Asn Tyr lie Ala Tyr 
355 360 365 



Arg Gin Asn 
37 0 



<210> 48 

<211> 326 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 48 

Met Leu Phe Ser Gly Ser Ala lie Pro Leu Ser Ser Phe Cys Ser Leu 
1 5 10 15 



Pro Glu Lys Pro His Thr Leu Pro Met Lys Leu Ser Pro Ala Ala lie 
20 25 30 



Arg Ser Ser Ser Ser Ser Ala Pro Gly Ser Leu Asn Phe Asp Leu Arg 
35 4 0 4 5 



Thr Tyr Trp Thr Thr Leu lie Thr Glu lie Asn Gin Lys Leu Asp Glu 
50 55 60 



Ala lie Pro Val Lys His Pro Ala Gly lie Tyr Glu Ala Met Arg Tyr 
65 70 75 80 



Ser Val Leu Ala Gin Gly Ala Lys Arg Ala Pro Pro Val Met Cys Val 
85 90 95 



Ala Ala Cys Glu Leu Phe Gly Gly Asp Arg Leu Ala Ala Phe Pro Thr 
100 105 110 



Ala Cys Ala Leu Glu Met Val His Ala Ala Ser Leu lie His Asp Asp 
115 120 125 



25156216 



-71 - 



Leu Pro Cys Met Asp Asp Asp Pro Val Arg Arg Gly Lys Pro Ser Asn 
130 135 140 



His Thr Val Tyr Gly Ser Gly Met Ala lie Leu Ala Gly Asp Ala Leu 
145 150 155 160 



Phe Pro Leu Ala Phe Gin His lie Val Ser His Thr Pro Pro Asp Leu 
165 170 175 



Val Pro Arg Ala Thr lie Leu Arg Leu lie Thr Glu lie Ala Arg Thr 
180 185 190 



Val Gly Ser Thr Gly Met Ala Ala Gly Gin Tyr Val Asp Leu Glu Gly 
195 200 205 



Gly Pro Phe Pro Leu Ser Phe Val Gin Glu Lys Lys Phe Gly Ala Met 
210 215 220 



Gly Glu Cys Ser Ala Val Cys Gly Gly Leu Leu Gly Gly Ala Thr Glu 
225 230 235 240 



Asp Glu Leu Gin Ser Leu Arg Arg Tyr Gly Arg Ala Val Gly Met Leu 
245 250 " 255 



Tyr Gin Val Val Asp Asp lie Thr Glu Asp Lys Lys Lys Ser Tyr Asp 
260 265 270 



Gly Gly Ala Glu Lys Gly Met Met Glu Met Ala Glu Glu Leu Lys Glu 
275 280 285 



Lys Ala Lys Lys Glu Leu Gin Val Phe Asp Asn Lys Tyr Gly Gly Gly 
290 295 300 



Asp Thr Leu Val Pro Leu Tyr Thr Phe Val Asp Tyr Ala Ala His Arg 
305 310 315 320 



His Phe Leu Leu Pro Leu 
325 



<210> 49 

<211> 393 

<212> PRT 

<213> Taxus canadensis 

<400> 49 
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Met Ala Tyr Thr Ala Met Ala Ala Gly Thr Gin Ser Leu Gin Leu Arg 
15 10 15 



Thr Val Ala Ser Tyr Gin Glu Cys Asn Ser Met Arg Ser Cys Phe Lys 
20 25 30 



Leu Thr Pro Phe Lys Ser Phe His Gly Val Asn Phe Asn Val Pro Ser 
35 "* 40 45 



Leu Gly Ala Ala Asn Cys Glu lie Met Gly His Leu Lys Leu Gly Ser 
50 ~ 55 60 



Leu Pro Tyr Lys Gin Cys Ser Val Ser Ser Lys Ser Thr Lys Thr Met 
65 70 75 80 



Ala Gin Leu Val Asp Leu Ala Glu Thr Glu Lys Ala Glu Gly Lys Asp 
85 90 95 



lie Glu Phe Asp Phe Asn Glu Tyr Met Lys Ser Lys Ala Val Ala Val 
100 105 110 



Asp Ala Ala Leu Asp Lys Ala lie Pro Leu Glu Tyr Pro Glu Lys lie 
115 120 125 



His Glu Ser Met Arg Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg 
130 135 140 



Pro Ala Leu Cys lie Ala Ala Cys Glu Leu Val Gly Gly Ser Gin Asp 
145 150 155 160 



Leu Ala Met Pro Thr Ala Cys Ala Met Glu Met lie His Thr Met Ser 
165 170 175 



Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Phe Arg Arg 
180 185 190 



Gly Lys Pro Thr Asn His Lys Val Phe Gly Glu Asp Thr Ala Val Leu 
195 200 205 



Ala Gly Asp Ala Leu Leu Ser Phe Ala Phe Glu His He Ala Val Ala 
210 215 220 



Thr Ser Lys Thr Val Pro Ser Asp Arg Thr Leu Arg Val He Ser Glu 
225 ~ 230 235 240 



Leu Gly Lys Thr He Gly Ser Gin Gly Leu Val Gly Gly Gin Val Val 



25156216 



-73- 



245 250 255 



Asp lie Thr Ser Glu Gly Asp Ala Asn Val Asp Leu Lys Thr Leu Glu 
260 265 270 



Trp lie His lie His Lys Thr Ala Val Leu Leu Glu Cys Ser Val Val 
275 280 285 



Ser Gly Gly lie Leu Gly Gly Ala Thr Glu Asp Glu lie Ala Arg lie 
290 295 300 



Arg Arg Tyr Ala Arg Cys Val Gly Leu Leu Phe Gin Val Val Asp Asp 
305 " 310 315 320 



lie Leu Asp Val Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly 
325 330 335 



Lys Asp Leu Leu Thr Asp Lys Ala Thr Tyr Pro Lys Leu Met Gly Leu 
340 345 350 



Glu Lys Ala Lys Glu Phe Ala Ala Glu Leu Ala Thr Arg Ala Lys Glu 
355 360 365 



Glu Leu Ser Ser Phe Asp Gin lie Lys Ala Ala Pro Leu Leu Gly Leu 
370 375 380 



Ala Asp Tyr lie Ala Phe Arg Gin Asn 
385 390 



<210> 50 
<211> 356 
<212> PRT 

<213> Helianthus annuus 
<400> 50 

Met Arg Pro Met Ser Leu Val His Ser Cys Ser lie Phe Thr Gly Ser 
15 10 15 



Ser Phe lie Lys Thr Thr Pro lie Asn Asn Lys Pro Thr Phe Lys lie 
20 25 30 



His Gin Arg Pro Thr lie Arg Ser Thr lie Ser Ala Ala lie Val Glu 
35 40 45 



Glu Glu Val Val Glu Leu Gin Gin Lys Pro Lys Pro Thr Phe Asn Phe 
50 55 60 
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Asn Ala Tyr Met Leu Gly Lys Gly Asn Ser Val His Lys Ala Leu Asp 
65 70 75 80 



Glu Ser lie Met lie Lys Asn Pro Pro Thr lie His Glu Ala Met Arg 
85 90 95 



Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg Pro lie Leu Cys lie 
100 ~ 105 110 



Ala Ala Cys Glu Leu Val Gly Gly Glu Glu Ala Thr Ala Met Pro Ala 
115 120 125 



Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu lie His Asp Asp 
130 135 140 



Leu Pro Cys Met Asp Asn Asp Asp Phe Arg Arg Gly Lys Pro Thr Asn 
145 150 155 160 



His Lys Val Tyr Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ser Leu 
165 170 175 



Leu Ala Phe Ala Phe Glu Tyr Val Ser Ser Arg Thr Glu Gly Ala Ser 
180 185 190 



Pro Ala Arg Val Leu Ala Ala lie Gly Glu Leu Ala Lys Ser lie Gly 
195 200 205 



Thr Glu Gly Leu Val Ala Gly Gin Val Val Asp lie Ala Ser Thr Gly 
210 215 220 



Gly Gin Asp lie Gly Leu Asp Gin Leu Glu Phe lie His lie His Lys 
225 230- 235 240 



Thr Ala Ala Leu Leu Glu Ala Ser Val Val Leu Gly Ala lie Leu Gly 
245 250 255 



Gly Gly Ser Asp Ala Gin Val Glu Lys Leu Arg Thr Phe Ala Arg Cys 
260 265 270 



lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys 
275 280 285 



Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu Leu Val Asp 
290 295 300 
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Lys Thr Thr Tyr Pro Lys Leu Leu Gly Leu Asp Lys Ser Arg Gin Phe 
305 310 315 ~ 320 



Ala Glu Glu Leu Leu Ala Glu Ala Lys Gin Gin Leu Glu Glu Phe Glu 
325 330 335 



Ser Gin Ala Ala Val Ala Pro Leu Leu Ala Leu Ala Glu Tyr lie Ala 
340 345 350 



Tyr Arg Gin Asn 
355 



<210> 51 

<211> 352 

<212> PRT 

<213> Mycobacterium tuberculosis 

<400> 51 

Met Ala Gly Ala lie Thr Asp Gin Leu Arg Arg Tyr Leu His Gly Arg 
1 5 10 15 



Arg Arg Ala Ala Ala His Met Gly Ser Asp Tyr Asp Gly Leu lie Ala 
20 25 30 



Asp Leu Glu Asp Phe Val Leu Gly Gly Gly Lys Arg Leu Arg Pro Leu 
35 40 45 



Phe Ala Tyr Trp Gly Trp His Ala Val Ala Ser Arg Glu Pro Asp Pro 
50 55 60 



Asp Val Leu Leu Leu Phe Ser Ala Leu Glu Leu Leu His Ala Trp Ala 
65 70 75 80 



Leu Val His Asp Asp Leu lie Asp Arg Ser Ala Thr Arg Arg Gly Arg 
85 90 95 



Pro Thr Ala Gin Leu Arg Tyr Ala Ala Leu His Arg Asp Arg Asp Trp 
100 " 105 110 



Arg Gly Ser Pro Asp Gin Phe Gly Met Ser Ala Ala lie Leu Leu Gly 
115 120 125 



Asp Leu Ala Gin Val Trp Ala Asp Asp lie Val Ser Lys Val Cys Gin 
130 135 140 



Ser Ala Leu Ala Pro Asp Ala Gin Arg Arg Val His Arg Val Trp Ala 
145 150 ~ 155 160 
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Asp lie Arg Asn Glu Val Leu Gly Gly Gin Tyr Leu Asp lie Val Ala 
165 " 170 175 



Glu Ala Ser Ala Ala Glu Ser lie Glu Ser Ala Met Asn Val Ala Thr 
180 185 190 



Leu Lys Thr Ala Cys Tyr Thr Val Ser Arg Pro Leu Gin Leu Gly Thr 
195 200 205 



Ala Ala Ala Ala Asp Arg Ser Asp Val Ala Ala lie Phe Glu His Phe 
210 215 220 



Gly Ala Asp Leu Gly Val Ala Phe Gin Leu Arg Asp Asp Val Leu Gly 
225 230 235 240 



Val Phe Gly Asp Pro Ala Val Thr Gly Lys Pro Ser Gly Asp Asp Leu 
245 250 255 



Lys Ser Gly Lys Arg Thr Val Leu Val Ala Glu Ala Val Glu Leu Ala 
260 265 270 



Asp Arg Ser Asp Pro Leu Ala Ala Lys Leu Leu Arg Thr Ser lie Gly 
275 280 285 



Thr Arg Leu Thr Asp Ala Gin Val Arg Glu Leu Arg Thr Val lie Glu 
290 295 300 



Ala Val Gly Ala Arg Ala Ala Ala Glu Ser Arg lie Ala Ala Leu Thr 
305 310 315 320 



Gin Arg Ala Leu Ala Thr Leu Ala Ser Ala Pro lie Asn Ala Thr Ala 
325 330 335 



Lys Ala Gly Leu Ser Glu Leu Ala Met Met Ala Ala Asn Arg Ser Ala 
340 345 350 



<210> 52 
<211> 262 
<212> PRT 

<213> Aquifex aeolicus 
<400> 52 

Met Glu Arg lie Glu Thr Trp Lys Glu Lys lie Glu Lys Arg Leu Asn 
15 10 15 
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Glu lie Leu Lys Pro Glu Gly Pro Glu Glu Leu lie Glu Ala Met Lys 
20 25 30 



Tyr Tyr Pro Leu Gin Lys Gly Lys Arg lie Arg Pro Leu Phe Thr Val 
35 40 45 



Ala Val Ala Ser Ala Leu Gly Gly Asn Glu Asp Asp Ala lie Thr Val 
50 55 60 



Gly Ser Gly lie Glu Leu lie His Asn Tyr Ser Leu lie His Asp Asp 
65 70 75 80 



Leu Pro Cys Met Asp Asn Asp Val Trp Arg Arg Gly Leu Pro Thr Cys 
85 90 95 



His lie Lys Phe Gly Glu Ala Met Ala Leu Leu Ala Gly Asp Ala Leu 
100 105 110 



Leu Thr Tyr Thr Phe Glu Val Leu Ser Gin Arg Glu Asn Tyr Lys Thr 
115 120 125 



Leu Ser Cys Glu Glu lie Leu Glu lie Asn Lys lie lie Ala Gin Lys 
130 135 140 



Ala Gly Ser Asn Gly Met Val Gly Gly Gin Val Leu Asp lie Lys Gly 
145 150 155 160 



Tyr Glu Asp Leu Tyr Glu Val Ser Val Lys Lys Thr Gly Ala Leu Phe 
165 170 175 



Glu Ala Cys Phe Met Cys Gly Ala Val Val Ala Lys Arg Arg Glu Lys 
180 185 190 



Leu Lys Glu Met Glu Ser lie Gly Arg Lys Val Gly Leu Leu Phe Gin 
195 200 205 



Met Val Asp Asp Tyr Leu Asp Lys Asp Gly Phe Tyr Glu Lys Leu Gly 
210 215 220 



Glu Cys Leu Lys Glu Glu lie Lys Lys Leu Tyr Glu Glu Leu Lys Glu 
225 230 ~ 235 " 240 



Lys Glu lie Phe Lys Glu Ser Gin Glu Leu Arg Tyr Leu Leu Asp Leu 
245 250 255 



lie Tyr Lys Arg lie Thr 
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260 



<210> 53 

<211> 366 

<212> PRT 

<213> Sinapis alba 

<400> 53 

Met Ala Ser Ser Val Thr Pro Leu Gly Ser Trp Val Leu Leu His His 
15 10 15 



His Pro Ser Thr lie Leu Thr Gin Ser Arg Ser Arg Ser Pro Pro Ser 
20 25 30 



Leu lie Thr Leu Lys Pro lie Ser Leu Thr Pro Lys Arg Thr Val Ser 
35 ~ 40 " 45 



Ser Ser Ser Ser Ser Ser Leu lie Thr Lys Glu Asp Asn Asn Leu Lys 
50 55 60 



Ser Ser Ser Ser Ser Phe Asp Phe Met Ser Tyr lie lie Arg Lys Ala 
65 70 75 80 



Asp Ser Val Asn Lys Ala Leu Asp Ser Ala Val Pro Leu Arg Glu Pro 
85 ~ 90 95 



Leu Lys lie His Glu Ala Met Arg Tyr Ser Leu Leu Ala Gly Gly Lys 
100 105 110 



Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu Leu Val Gly Gly 
115 120 125 



Glu Glu Ser Leu Ala Met Pro Ala Arg Cys Ala Val Glu Met lie His 
130 135 140 



Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Asp Asp 
145 150 155 160 



Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Tyr Gly Glu Asp Val 
165 170 175 



Ala Val Leu Ala Gly Asp Ala Leu Leu Ser Phe Ala Phe Glu His Leu 
180 185 190 



Ala Ser Ala Thr Ser Ser Glu Val Ser Pro Ala Arg Val Val Arg Ala 
195 200 205 
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Val Gly Glu Leu Ala Lys Ala lie Gly Thr Glu Gly Leu Val Ala Gly 
210 215 220 



Gin Val Val Asp lie Ser Ser Glu Gly Leu Asp Leu Asn Asn Val Gly 
225 230 235 240 



Leu Glu His Leu Lys Phe lie His Leu His Lys Thr Ala Ala Leu Leu 
245 250 255 



Glu Ala Ser Ala Val Leu Gly Gly lie lie Gly Gly Gly Ser Asp Glu 
260 265 270 



Glu lie Glu Arg Leu Arg Lys Phe Ala Arg Cys lie Gly Leu Leu Phe 
275 " 280 ~ 285 



Gin Val Val Asp Asp lie Leu Asp Val Thr Lys Ser Ser Gin Glu Leu 
290 295 300 



Gly Lys Thr Ala Gly Lys Asp Leu lie Ala Asp Lys Leu Thr Tyr Pro 
305 310 315 320 



Lys Leu Met Gly Leu Glu Lys Ser Arg Glu Phe Ala Glu Lys Leu Asn 
325 330 335 



Thr Glu Ala Arg Asp Gin Leu Leu Gly Phe Asp Ser Asp Lys Val Ala 
340 345 350 



Pro Leu Leu Ala Leu Ala Asn Tyr lie Ala Asn Arg Gin Asn 
355 360 365 



<210> 54 
<211> 222 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 54 

Thr Ser Ser Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Ala Asp 
15 10 15 



Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Tyr Gly Glu Asp Met 
20 25 30 



Ala Val Leu Ala Gly Asp Ala Leu Leu Ala Leu Ala Phe Glu His Met 
35 40 45 



Thr Val Val Ser Ser Gly Leu Val Ala Pro Glu Arg Met lie Arg Ala 
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50 55 60 



Val Val Glu Leu Ala Arg Ala lie Gly Thr Thr Gly Leu Val Ala Gly 
65 70 75 80 



Gin Met lie Asp Leu Ala Ser Glu Arg Leu Asn Pro Asp Lys Val Gly 
85 90 95 



Leu Glu His Leu Glu Phe lie His Leu His Lys Thr Ala Ala Leu Leu 
100 105 110 



Glu Ala Ala Ala Val Leu Gly Val lie Met Gly Gly Gly Thr Glu Glu 
115 120 125 



Glu lie Glu Lys Leu Arg Lys Tyr Ala Arg Cys lie Gly Leu Leu Phe 
130 135 14 0 



Gin Val Val Asp Asp lie Leu Asp Val Thr Lys Ser Thr Glu Glu Leu 
145 150 155 160 



Gly Lys Thr Ala Gly Lys Asp Val Met Ala Gly Lys Leu Thr Tyr Pro 
165 17 0 175 



Arg Leu lie Gly Leu Glu Arg Ser Lys Glu Val Ala Glu Lys Leu Arg 
180 185 190 



Arg Glu Ala Glu Glu Gin Leu Leu Gly Phe Asp Pro Ser Lys Ala Ala 
195 200 205 



Pro Leu Val Ala Leu Ala Ser His lie Ala Phe Arg His Asn 
210 215 220 



<210> 55 
<211> 357 
<212> PRT 

<213> Catharanthus roseus 
<400> 55 

Met Arg Ser Asn Leu Cys His Pro Leu Lys Asn Gin Leu Pro lie Ser 
15 10 15 



Phe Phe Leu Ser Gly Thr lie Arg Lys Pro lie Phe Ser Cys Ser Arg 
20 25 30 



Leu Ser lie Ser Ala lie lie Thr Lys Glu Gin Thr Gin Glu Glu Ser 
35 40 45 
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Glu Ser Lys Ser Lys Lys Glu Val Ala Phe Ser Ser Ser Ser Ser Phe 
50 55 60 



Asp Phe Lys Ala Tyr Met lie Gly Lys Ala Asn Ser Val Asn Lys Ala 
65 70 ' " 75 8 0 



Leu Glu Asp Ala Val Leu Val Arg Glu Pro Leu Lys lie His Glu Ser 
85 90 95 



Met Arg Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Met Leu 
100 105 110 



Cys lie Ala Ala Cys Glu Leu Phe Gly Gly Thr Glu Ser Val Ala Met 
115 ~ 120 125 



Pro Ser Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu Met His 
130 135 140 



Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro 
145 * 150 155 160 



Thr Asn His Lys Val Phe Gly Glu Asp Val Ala Val Leu Ala Gly Asp 
165 170 175 



Ala Leu Leu Ala Phe Ala Phe Glu His lie Ala Thr Ala Thr Lys Gly 
180 * 185 190 



Val Ser Ser Glu Arg lie Val Arg Val Val Gly Glu Leu Ala Lys Cys 
195 200 205 



He Gly Ser Glu Gly Leu Val Ala Gly Gin Val Val Asp Val Cys Ser 
210 215 220 



Glu Gly He Ala Asp Val Gly Leu Glu His Leu Glu Phe He His He 
225 230 235 240 



His Lys Thr Ala Ala Leu Leu Glu Gly Ser Val Val Leu Gly Ala He 
245 250 255 



Val Gly Gly Ala Asn Asp Glu Gin He Ser Lys Leu Arg Lys Phe Ala 
260 265 270 



Arg Cys He Gly Leu Leu Phe Gin Val Val Asp Asp He Leu Asp Val 
275 280 285 
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Thr Lys Ser Ser Gin Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu Val 
290 295 300 



Ala Asp Lys Val Thr Tyr Pro Lys Leu Leu Gly lie Asp Lys Ser Arg 
305 ' 310 315 320 



Glu Phe Ala Glu Lys Leu Asn Arg Glu Ala Gin Glu Gin Leu Ala Glu 
325 330 335 



Phe Asp Pro Glu Lys Ala Ala Pro Leu lie Ala Leu Ala Asn Tyr lie 
340 345 350 



Ala Tyr Arg Asp Asn 
355 



<210> 56 
<211> 369 
<212> PRT 

<213> Capsicum annuum 
<400> 56 

Met Arg Ser Met Asn Leu Val Asp Leu Trp Ala Gin Gin Ala Cys Leu 
15 10 15 



Val Phe Asn Gin Thr Leu Ser Tyr Lys Ser Phe Asn Gly Phe Met Lys 
20 25 30 



lie Pro Leu Lys Asn Ser Lys lie Asn Pro Lys Leu Asn Lys Lys Arg 
35 40 45 



Pro Phe Ser Pro Leu Thr Val Ser Ala lie Ala Thr Thr Lys Glu Asp 
50 ' 55 60 



Glu Arg lie Glu Ala Ala Gin Thr Glu Glu Pro Phe Asn Phe Lys lie 
65 70 75 80 



Tyr Val Thr Glu Lys Ala lie Ser Val Asn Lys Ala Leu Asp Glu Ala 
85 90 95 



lie lie Val Lys Glu Pro His Val lie His Glu Ala Met Arg Tyr Ser 
100 105 110 



Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Met Leu Cys Leu Ala Ala 
115 120 125 



Cys Glu Leu Val Gly Gly Asn Gin Glu Asn Ala Met Ala Ala Ala Cys 
130 135 14 0 



25156216 



-83- 



Ala Val Glu Met lie His Thr Met Ser Leu lie His Asp Asp 
145 150 155 



Leu 



Pro 
160 



Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys 
165 170 175 



lie Tyr Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ser Leu Leu Ala 
180 185 190 



Phe Ala Phe Glu His lie Val Asn Ser Thr Ala Gly Val Thr Pro Ser 
195 200 205 



Arg lie Val Gly Ala Val Ala Glu Leu Ala Lys Ser lie Gly Thr Glu 
210 215 220 



Gly Leu Val Ala Gly Gin Val Ala Asp lie Lys Cys Thr Gly Asn Ala 
225 230 235 240 



Ser Val Ser Leu Glu Thr Leu Glu Phe lie His Val His Lys Thr Ala 
245 250 255 



Ala Leu Leu Glu Ser Ser Val Val Leu Gly Ala lie Leu Gly Gly Gly 
260 265 270 



Thr Asn Val Glu Val Glu Lys Leu Arg Arg Phe Ala Arg Cys lie Gly 
275 280 285 



Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys Ser Ser 
290 295 300 



Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu Val Val Asp Lys Thr 
305 310 315 320 



Thr Tyr Pro Lys Leu Leu Gly Leu Glu Lys Ala Lys Glu Phe Ala Ala 
325 330 335 



Glu Leu Asn Arg Glu Ala Lys Gin Gin Leu Glu Gly Phe Asp Ser Arg 
340 345 350 



Lys Ala Ala Pro Leu lie Ala Leu Ala Asp Tyr lie Ala Tyr Arg Asp 
355 360 365 



Asn 



25156216 -84 



<210> 57 
<211> 157 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 57 

Ala Val Glu Met Met His Thr Met Ser Leu lie Lys Asp Asp Leu Pro 
15 10 15 



Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Thr His Lys 
20 25 30 



Val Phe Gly Glu Ser Val Ala lie Leu Ser Gly Gly Ala Leu Leu Ala 
35 40 45 



Leu Ala Phe Glu His Leu Thr Glu Ala Asp Val Ser Ser Lys Lys Met 
50 55 60 



Val Arg Ala Val Lys Glu Leu Ala Lys Ser lie Gly Thr Lys Gly Leu 
65 70 75 80 



Val Ala Gly Gin Ala Lys Asp Leu Ser Ser Glu Gly Leu Glu Gin Asn 
85 90 95 



Asp Val Gly Leu Glu Asp Leu Glu Tyr lie His Val His Lys Thr Gly 
100 105 110 



Ser Leu Leu Glu Ala Ser Ala Val lie Gly Ala Val lie Gly Gly Gly 
115 120 125 



Thr Glu Lys Glu lie Glu Lys Val Arg Asn Phe Ala Arg Cys lie Gly 
130 135 140 



Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr 

155 



145 




150 


<210> 


58 




<211> 


425 




<212> 


PRT 




<213> 


Streptomyces 


griseus 


<400> 


58 





Met Gly Arg Arg Gin Pro Thr Lys His Ser Phe Ser Asp Ser Pro Arg 
15 10 15 



Pro Ala His Asp Val Arg Gly Gly Arg His His Thr Pro Ser Ser Glu 
20 25 30 
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Asp Ala Arg Val Val Asp Ser Asp Val Val Gly Ser Val Leu Arg Thr 
35 40 45 



Ala Arg Ala Val Leu Ala Asp Arg lie Asp Glu Ala Val Arg Ser Asp 
50 55 60 



Ala Ser Phe Cys Glu Glu Leu Ala Arg Arg Val Ala Asp Phe Thr Leu 
65 70 75 80 



Glu Gly Gly Lys Arg Met Arg Pro Arg Leu Leu Trp Trp Gly Met Arg 
85 90 95 



Ser Cys Gly Ala Ala Glu Thr Ala Ala Ala Leu Arg Leu Gly Val Ala 
100 105 110 



Leu Glu Leu lie Gin Ser Cys Ala Leu lie His Asp Asp Val Met Asp 
115 120 125 



Arg Ser Arg Leu Arg Arg Gly Lys Pro Ala Met His lie Gly Leu Ala 
130 135 140 



Glu Arg Ala Gly Leu Ser Pro Asp Ser Glu Arg Gly Ser Asp Phe Gly 
145 150 155 160 



Ala Ser Ala Ala Val Leu Ala Gly Asp Leu Ala Leu Val Trp Ala Asp 
165 170 175 



Asp Thr Val Ala Glu Thr Val Leu Ser Ala Ala Gin Arg Arg Arg lie 
180 185 190 



Gly Ala Leu Trp Arg Ala Met Arg Thr Glu Met Val Ala Gly Gin Tyr 
195 ~ 200 205 



Leu Asp Leu Arg Gly Gin Leu Ser Gly Gly Ser Ser Val Ala Gin Ala 
210 215 220 



Leu Arg Thr Ala Cys Leu Lys Ser Ala Ser Tyr Ser Val Glu Arg Pro 
225 230 235 240 



Leu Ala lie Gly Ala Ala Leu Ala Gly Ala Asp Asp Arg Thr Thr Asp 
245 250 255 



Ala Leu Arg Ser Ala Gly Arg Cys Ala Gly lie Ala Phe Gin Leu Arg 
260 265 270 
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Asp Asp Leu Leu Gly Val Phe Gly Asp Pro Ala Leu Thr Gly Lys Pro 
275 280 285 



Ser Gly Asp Asp lie Arg Glu Gly Lys Ser Thr Tyr Leu Leu Ala Val 
290 295 300 



Ala Arg Asn Ser Ala Glu Ala Ser Gly Asp Glu Gin Ala Leu Ala Val 
305 310 315 320 



Leu Gly Arg Ala Thr Gly Asn Ala Asp Leu Thr Glu Glu Asp Leu Ala 
325 " * 330 335 



Asp Val Arg Gly Val Leu Glu Val Thr Gly Ala Arg Ala His Val Glu 
340 345 350 



Arg Lys Ala Glu His Leu Arg Asp His Ala Val Arg Arg Leu Gly Gin 
355 360 365 



Ala Val Asp Val Asp Ala His Gly Gly Arg Gin Leu Leu Gly Leu Leu 
370 375 ~ 380 



Arg Thr Val Ser Gly Glu Arg Thr Ala His Ser Pro Thr Thr Ala Gly 
385 390 " 395 400 



Glu Thr His Gly Gly Gly Thr Gly Val Ala Gly Ala Ser Pro Val Leu 
405 410 415 



Met Thr Thr Glu Gly Gly Asn Ala Gly 
420 425 



<210> 59 
<211> 316 
<212> PRT 

<213> Lupinus albus 
<400> 59 

Met Leu Thr Lys Glu Asp Thr Val Lys Asp Lys Glu Glu Glu Glu Glu 
15 10 15 



Glu Glu Glu Lys Pro Arg Phe Asn Phe Asn Leu Tyr Met Val Glu Lys 
20 25 30 



Ser Arg Ser Val Asn Gin Ala Leu Asn Asp Ala Val Ser Leu Arg Glu 
35 40 45 



Pro His Lys lie His Glu Ala Met Arg Tyr Ser Leu Leu Ala Gly Gly 
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50 55 60 



Lys Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu Val Val Gly 
65 " 70 75 80 



Gly Asn Glu Ser Thr Ala Met Ala Ala Ala Cys Ser lie Glu Met lie 
85 90 95 



His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Asp 
100 105 110 



Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe Gly Glu Asn 
115 120 125 



lie Ala Val Leu Ala Gly Asp Ala Leu Leu Ala Phe Ala Phe Glu His 
130 135 140 



lie Ala Val Ser Thr Ser Gly Val Ser Pro Glu Arg lie lie Gly Ala 
145 150 155 160 



lie Gly Glu Leu Ala Lys Ser lie Gly Thr Glu Gly Leu Val Ala Gly 
165 170 175 



Gin Val Val Asp lie Asn Ser Glu Gly Leu Cys Asp lie Gly Leu Glu 
180 185 190 



Lys Leu Glu Phe lie His Leu His Lys Thr Ala Ala Leu Leu Glu Gly 
195 200 205 



Ser Val Val Val Gly Ala lie Leu Gly Gly Gly Cys Asn Glu Glu Val 
210 215 220 



Glu Lys Leu Arg Met Phe Ala Arg Tyr lie Gly Leu Met Phe Gin Val 
225 ^ 230 235 240 



Val Asp Asp Val Leu Asp Val Thr Lys Ser Ser Lys Glu Leu Gly Lys 
245 250 255 



Thr Ala Gly Lys Asp Leu Val Ala Asp Lys Val Thr Tyr Pro Lys Leu 
260 265 270 



Leu Gly lie Glu Lys Ser Asn Glu Phe Ala Gin Lys Leu Asn Arg Asp 
275 280 285 



Ala Gin Glu Gin Leu Ser Gly Phe Asp Pro Val Lys Val Ala Pro Leu 
290 295 300 
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lie Ala Leu Ala Asn Tyr lie Ala Tyr Ser Pro Asn 
305 310 315 



<210> 60 

<211> 326 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 60 

Met Leu Phe Ser Gly Ser Ala lie Pro Leu Ser Ser Phe Cys Ser Leu 
1 5 10 15 



Pro Glu Lys Pro His Thr Leu Pro Met Lys Leu Ser Pro Ala Ala lie 
20 25 30 



Arg Ser Ser Ser Ser Ser Ala Pro Gly Ser Leu Asn Phe Asp Leu Arg 
35 40 45 



Thr Tyr Trp Thr Thr Leu lie Thr Glu lie Asn Gin Lys Leu Asp Glu 
50 55 60 



Ala lie Pro Val Lys His Pro Ala Gly lie Tyr Glu Ala Met Arg Tyr 
65 70 75 80 



Ser Val Leu Pro Gin Gly Pro Lys Arg Ala Pro Pro Val Met Cys Val 
85 90 95 



Ala Ala Cys Glu Leu Phe Gly Gly Asp Arg Leu Ala Ala Phe Pro Thr 
100 105 110 



Ala Cys Ala Leu Glu Met Val His Ala Ala Ser Leu lie His Asp Asp 
115 120 125 



Leu Pro Cys Met Asp Asp Asp Pro Val Arg Arg Gly Lys Pro Ser Asn 
130 135 14 0 



His Thr Val Tyr Gly Ser Gly Met Ala lie Leu Ala Gly Asp Ala Leu 
145 150 155 160 



Phe Pro Leu Ala Phe Gin His lie Val Ser His Thr Pro Pro Asp Leu 
165 170 175 



Val Pro Arg Ala Thr lie Leu Arg Leu lie Thr Glu lie Ala Arg Thr 
180 185 190 
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Val Gly Ser Thr Gly Met Ala Ala Gly Gin Tyr Val Asp Leu Glu Gly 
195 200 205 



Gly Pro Phe Pro Leu Ser Phe Val Gin Glu Lys Lys Phe Gly Ala Met 
210 215 220 



Gly Glu Cys Ser Ala Val Cys Gly Gly Leu Leu Gly Gly Ala Thr Glu 
225 230 235 240 



Asp Glu Leu Gin Ser Leu Arg Arg Tyr Gly Arg Ala Val Gly Met Leu 
245 250 255 



Tyr Gin Val Val Asp Asp lie Thr Glu Asp Lys Lys Lys Ser Tyr Asp 
260 265 270 



Gly Gly Ala Glu Lys Gly Met Met Glu Met Ala Glu Glu Leu Lys Glu 
275 280 285 



Lys Ala Lys Lys Glu Leu Gin Val Phe Asp Asn Lys Tyr Gly Gly Gly 
290 " 295 300 



Asp Thr Leu Val Pro Leu Tyr Thr Phe Val Asp Tyr Ala Ala His Arg 
305 310 315 320 



His Phe Leu Leu Pro Leu 
325 



<210> 61 
<211> 300 . 
<212> PRT 

<213> Cyanophora paradoxa 
<400> 61 

Met Lys Pro Leu Gin Thr Asn Phe Asn Leu Leu Thr Tyr Leu Tyr Glu 
15 10 15 



Arg Lys Glu lie Val Glu Asp Thr Leu Asn Lys Ser lie Pro Arg Gly 
20 25 30 



Asn Pro Thr Phe lie Tyr Asp Ser lie Arg Tyr Ser Leu Ser Ala Gly 
35 40 45 



Gly Lys Arg lie Arg Pro lie Leu Cys Leu Ala Ser Cys Glu Leu Ala 
50 55 60 



Gly Gly Thr Met Glu Met Ala Leu Pro Thr Ala Cys Ala Leu Glu Met 
65 70 75 80 
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lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Ala Met Asp Asn 
85 90 95 



Asp Ser Tyr Arg Arg Gly Lys Pro Thr Asn His lie lie Tyr Gly Glu 
100 105 110 



Asp Leu Ala lie Leu Ala Gly Asp Ala Leu Leu Ala Tyr Ala Phe Glu 
115 120 125 



Phe lie Ala Thr Gin Thr Lys Asn Val Pro Ala Asp Leu lie Val Lys 
130 135 140 



Val lie Ala Gin Val Ala His Ser Val Thr Thr Ser Gly Leu Val Gly 
145 150 155 160 



Gly Gin lie lie Asp Leu Ser Ser Glu Gly Lys Ser Asp Thr Thr Leu 
165 170 175 



Glu Thr Leu Asn Phe lie His lie His Lys Thr Gly Ala Leu Leu Glu 
180 185 190 



Ala Ala Val Leu Ser Gly Ala Leu Leu Ala Gly Ala Lys Glu Lys Asp 
195 200 205 



Met Asn Arg Phe Leu Arg Tyr Ala Gin Asn lie Gly Leu Ala Phe Gin 
210 " 215 220 



lie lie Asp Asp Val Leu Asp lie lie Ser Thr Glu Glu Lys Leu Gly 
225 230 235 240 



Lys Ser lie Gly Lys Asp Leu Lys Thr Gin Lys Ala Thr Tyr Pro Ser 
245 ~ 250 255 



Phe Trp Gly Val Glu Glu Ser lie Lys Gin Ala Glu Leu Leu Val Glu 
260 265 270 



Glu Ala Lys Glu Glu lie Leu Tyr Phe Asp Asn Lys Ala lie Pro Leu 
275 280 285 



lie Ala lie Ala Asp Phe lie Val Asn Arg Asn Asn 
290 * 295 300 



<210> 62 
<211> 371 
<212> PRT 
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<213> Arabidopsis thaliana 
<400> 62 

Met Ala Ser Val Thr Leu Gly Ser Trp lie Val Val His His His Asn 
15 10 15 



His His His Pro Ser Ser lie Leu Thr Lys Ser Arg Ser Arg Ser Cys 
20 25 30 



Pro lie Thr Leu Thr Lys Pro lie Ser Phe Arg Ser Lys Arg Thr Val 
35 40 45 



Ser Ser Ser Ser Ser lie Val Ser Ser Ser Val Val Thr Lys Glu Asp 
50 55 60 



Asn Leu Arg Gin Ser Glu Pro Ser Ser Phe Asp Phe Met Ser Tyr lie 
65 70 75 80 



lie Thr Lys Ala Glu Leu Val Asn Lys Ala Leu Asp Ser Ala Val Pro 
85 90 95 



Leu Arg Glu Pro Leu Lys lie His Glu Ala Met Ser Tyr Ser Leu Leu 
100 ^ 105 " 110 



Ala Gly Gly Lys Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu 
115 ~ " 120 125 



Leu Val Gly Gly Glu Glu Ser Thr Ala Met Pro Ala Arg Cys Ala Val 
130 * 135 140 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met 
145 150 155 160 



Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe 
165 170 175 



Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ser Phe Ser 
180 185 190 



Phe Glu His Leu Ala Ser Ala Thr Ser Ser Asp Val Val Ser Pro Val 
195 200 205 



Arg Val Val Arg Ala Val Gly Glu Leu Ala Lys Ala lie Gly Thr Glu 
210 215 220 



Gly Leu Val Ala Gly Gin Val Val Asp lie Ser Ser Glu Gly Leu Asp 
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225 



230 



235 



240 



Leu Asn Asp Val Gly Leu Glu His Leu Glu Phe lie His Leu His Lys 
245 250 255 



Thr Ala Ala Leu Leu Glu Ala Ser Ala Val Leu Gly Ala lie Val Gly 
260 265 270 



Gly Gly Ser Asp Asp Glu lie Glu Arg Leu Arg Lys Phe Ala Arg Cys 
275 280 285 



lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys 
290 295 300 



Ser Ser Lys Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu lie Ala Asp 
305 310 315 320 



Lys Leu Thr Tyr Pro Lys lie Met Gly Leu Glu Lys Ser Arg Glu Phe 
325 " 330 335 



Ala Glu Lys Leu Asn Arg Glu Ala Arg Asp Gin Leu Leu Gly Phe Asp 
340 345 350 



Ser Asp Lys Val Ala Pro Leu Leu Ala Leu Ala Asn Tyr lie Ala Tyr 
355 360 365 



Arg Gin Asn 
370 



<210> 63 
<211> 344 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 63 

Met Glu Asn Arg Glu Val Phe Val Tyr lie Val lie Ser lie Phe Arg 
15 10 15 



Ser Leu Gin Phe Leu Phe Trp Arg Phe Arg Pro Arg Tyr Asn Asp Val 
20 25 30 



Thr Ser Ala Leu Thr Arg Pro Leu Thr Ser Ala Ala Ser Tyr Asp Phe 
35 40 45 



Lys Phe Met Ser Tyr Met Val Asn Lys Ala Lys Ser Val Asn Lys Ala 
50 55 60 
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Leu Glu Glu Ala Val Pro Leu Arg Glu Pro Glu Leu Lys lie Arg Glu 
65 70 75 80 



Ala Met Arg Tyr Thr Leu Leu Ser Asp Gly Lys Arg Val Arg Pro Met 
85 90 95 



Leu Cys Leu Ala Ala Cys Glu Leu Val Gly Gly Gin Glu Ser Thr Ala 
100 105 110 



Met Ser Ala Ala Cys Ala lie Glu Met Leu His Ala Ser Ser Leu lie 
115 ' 120 125 



Leu Asp Asp Leu Pro Cys Met Asp Asn Asp Ser Leu Arg Arg Gly Lys 
130 ~ 135 ~ 140 



Pro Thr Asn His lie Val Phe Gly Glu Ser lie Ala lie Leu Ala Ser 
145 150 155 160 



Gin Ala Leu lie Ala Leu Ala Val Gin Lys Thr Thr Ser Ser Thr Phe 
165 170 175 



Ala Asp Val Pro Pro Glu Arg lie Leu Lys Thr Val Gin Glu Met Val 
180 185 190 



Lys Ala Val Glu Gly Leu Val Ala Gly Gin Gin Ala Asp Leu Ala Gly 
195 200 205 



Glu Gly Met Arg Phe Asp Ser Asp Thr Gly Leu Glu His Leu Glu Phe 
210 215 220 



lie His lie His Lys Thr Ala Ala Leu Leu Glu Ala Ala Ala Val Met 
225 230 235 240 



Gly Ala lie Met Gly Gly Gly Ser Asp Glu Glu lie Glu Arg Leu Arg 
245 250 255 



Ser Tyr Ala Arg Cys lie Gly Leu Met Phe Gin Val Val Asp Asp Val 
260 " ~ 265 270 



Leu Asp Val Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys 
275 280 285 



Asp Leu lie Ala Gly Lys Leu Thr Tyr Pro Arg Leu Met Gly Val Glu 
290 " 295 300 
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Lys Ser Lys Glu Tyr Ala Glu Arg Leu Asn lie Glu Ala Arg Glu His 
305 310 315 320 



Leu Leu Gly Phe Asp lie Asp Lys Val Ala Pro Leu Val Ser Leu Ala 
325 330 335 



Asp Tyr lie Val Asn Arg Gin Asn 
34 0 



<210> 64 

<211> 343 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 64 



Met Leu Cys Lys lie lie lie Met Arg Pro Cys Tyr Ser Leu Val Leu 
1 5 10 15 



Ser Ala Met Arg Leu lie Arg Pro Ser Asn Arg Arg Leu Ser Ser lie 
20 25 30 



Ala Ser Ser Asp Ser Glu Phe lie Ser Tyr Met Asn Asn Lys Ala Lys 
35 40 45 



Ser lie Asn Lys Ala Leu Asp Asn Ser lie Pro Leu Cys Asn Asn Ser 
50 55 60 



Val Pro Leu Trp Glu Pro Val Leu Glu Val His Lys Ala Met Arg Tyr 
65 70 75 80 



Thr Leu Leu Ser Gly Gly Lys Arg Val Arg Pro Met Leu Cys Leu Val 
85 90 95 



Ala Cys Glu Leu Val Gly Gly Gin Glu Ser Thr Ala Met Pro Ala Ala 
100 105 110 



Cys Ala Val Glu Met lie His Ala Ala Ser Leu lie Leu Asp Asp Leu 
115 120 125 



Pro Cys Met Asp Asp Asp Ser Leu Arg Arg Gly lie Pro Thr Asn His 
130 135 140 



Lys Val Phe Gly Glu Lys Thr Ser lie Leu Ala Ser Asn Ala Leu Met 
145 150 155 160 



Ser Leu Ala Val Lys Gin Thr Leu Ala Ser Thr Ser Leu Gly Val Thr 
165 170 175 
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Ser Glu Arg Val Leu Arg Ala Val Gin Glu Met Ala Arg Ala Val Gly 
180 185 190 



Thr Glu Gly Leu Val Ala Gly Gin Ala Ala Asp Leu Ala Gly Glu Arg 
195 200 205 



Met Ser Phe Lys Asn Glu Asp Asp Glu Leu Arg Tyr Leu Glu Leu Met 
210 215 220 



His Val His Lys Thr Ala Val Leu Val Glu Ala Ala Ala Val Val Gly 
225 230 235 240 



Ala lie Met Gly Gly Gly Ser Asp Glu Glu lie Glu Arg Leu Lys Ser 
245 250 255 



Tyr Ala Arg Cys Val Gly Leu Met Phe Gin Val Met Asp Asp Val Leu 
260 265 270 



Asp Glu Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp 
275 280 285 



Leu lie Thr Gly Lys Leu Thr Tyr Pro Lys Val Met Gly Val Asp Asn 
290 295 300 



Ala Arg Glu Tyr Ala Lys Arg Leu Asn Arg Glu Ala Gin Glu His Leu 
305 ~ 310 315 320 



Gin Gly Phe Asp Ser Asp Lys Val Val Pro Leu Leu Ser Leu Ala Asp 
325 330 335 



Tyr lie Val Lys Arg Gin Asn 
340 



<210> 65 
<211> 336 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 65 

Met Arg Pro Arg Tyr Ser Leu lie Leu Ser Ala Met Arg Leu lie Arg 
15 10 15 



Pro Ser Asn Arg Arg Leu Ser Ser lie Ala Ser Ser Asp Ser Glu Phe 
20 25 30 



25156216 



-96- 



lie Ser Tyr Met Lys Asn Lys Ala Lys Ser lie Asn Lys Ala Leu Asp 
35 40 45 



Asn Ser lie Pro Leu Cys Asn Asn Phe Val Pro Leu Trp Glu Pro Val 
50 55 60 



Leu Glu Val His Lys Ala Met Arg Tyr Thr Leu Leu Pro Gly Gly Lys 
65 70 " 75 ~ 80 



Arg Val Arg Pro Met Leu Cys Leu Val Ala Cys Glu Leu Val Gly Gly 
85 90 95 



Gin Glu Ser Thr Ala Met Pro Ala Ala Cys Ala Val Glu Met lie His 
100 105 110 



Ala Ala Ser Leu lie Leu Asp Asp Leu Pro Cys Met Asp Asp Asp Ser 
115 120 125 



Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe Gly Glu Lys Thr 
130 135 140 



Ser lie Leu Ala Ser Asn Ala Leu Arg Ser Leu Ala Val Lys Gin Thr 
145 150 155 160 



Leu Ala Ser Thr Ser Leu Gly Val Thr Ser Glu Arg Val Leu Arg Ala 
165 170 175 



Val Gin Glu Met Ala Arg Ala Val Gly Thr Glu Gly Leu Val Ala Gly 
180 185 190 



Gin Ala Ala Asp Leu Ala Gly Glu Arg Met Ser Phe Lys Asn Glu Asp 
195 ~ 200 205 



Asp Glu Leu Arg Tyr Leu Glu Leu Met His Val His Lys Thr Ala Val 
210 215 220 



Leu Val Glu Ala Ala Ala Val Val Gly Ala lie Met Gly Gly Gly Ser 
225 230 235 240 



Asp Glu Glu lie Glu Arg Leu Lys Ser Tyr Ala Arg Cys Val Gly Leu 
245 250 255 



Met Phe Gin Val Met Asp Asp Val Leu Asp Glu Thr Lys Ser Ser Glu 
260 265 270 



Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu lie Thr Gly Lys Leu Thr 



25156216 



-97- 



275 



280 



285 



Tyr Pro Lys Val Met Gly Val Asp Asn Ala Arg Glu Tyr Ala Lys Arg 
290 295 300 



Leu Asn Arg Glu Ala Gin Glu His Leu Gin Gly Phe Asp Ser Asp Lys 
305 310 315 320 



Val Val Pro Leu Leu Ser Leu Ala Asp Tyr lie Val Lys Arg Gin Asn 
325 330 335 



<210> 66 

<211> 300 

<212> PRT 

<213> Cyanophora paradoxa 

<400> 66 

Met Lys Pro Leu Gin Thr Asn Phe Asn Leu Leu Thr Tyr Leu Tyr Glu 
1 5 10 15 



Arg Lys Glu lie Val Glu Asp Thr Leu Asn Lys Ser lie Pro Arg Gly 
20 25 30 



Asn Pro Thr Phe lie Tyr Asp Ser lie Arg Tyr Ser Leu Ser Ala Gly 
35 40 " ^ 45 



Gly Lys Arg lie Arg Pro lie Leu Cys Leu Ala Ser Cys Glu Leu Ala 
50 55 60 



Gly Gly Thr Met Glu Met Ala Leu Pro Thr Ala Cys Ala Leu Glu Met 
65 70 75 80 



lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Ala Met Asp Asn 
85 90 95 



Asp Ser Tyr Arg Arg Gly Lys Pro Thr Asn His lie lie Tyr Gly Glu 
100 105 110 



Asp Leu Ala lie Leu Ala Gly Asp Ala Leu Leu Ala Tyr Ala Phe Glu 
115 120 125 



Phe lie Ala Thr Gin Thr Lys Asn Val Pro Ala Asp Leu lie Val Lys 
130 135 140 



Val lie Ala Gin Val Ala His Ser Val Thr Thr Ser Gly Leu Val Gly 
145 150 155 160 
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Gly Gin lie lie Asp Leu Ser Ser Glu Gly Lys Ser Asp Thr Thr Leu 
165 170 175 



Glu Thr Leu Asn Phe lie His lie His Lys Thr Gly Ala Leu Leu Glu 
180 185 190 



Ala Ala Val Leu Ser Gly Ala Leu Leu Ala Gly Ala Lys Glu Lys Asp 
195 200 205 



Met Asn Arg Phe Leu Arg Tyr Ala Gin Asn lie Gly Leu Ala Phe Gin 
210 215 220 



lie lie Asp Asp Val Leu Asp lie lie Ser Thr Glu Glu Lys Leu Gly 
225 230 235 240 



Lys Ser lie Gly Lys Asp Leu Lys Thr Gin Lys Ala Thr Tyr Pro Ser 
245 250 255 



Phe Trp Gly Val Glu Glu Ser lie Lys Gin Ala Glu Leu Leu Val Glu 
260 265 270 



Glu Ala Lys Glu Glu lie Leu Tyr Phe Asp Asn Lys Ala lie Pro Leu 
275 280 285 



lie Ala lie Ala Asp Phe lie Val Asn Arg Asn Asn 
290 295 300 



<210> 67 

<211> 376 

<212> PRT 

<213> Oryza sativa 

<400> 67 

Met His Val Leu Ala Gin Ser Thr Ala Val Ala Lys Val Ala Ala Ser 
15 10 15 



Gly Cys Leu Arg Arg Ser Pro Asn Pro Ser Val Thr Phe Gin Arg Ser 
20 25 30 



Pro Ser Leu Leu Leu Ser Pro Ala Ala Cys Arg Arg Arg Cys Arg Arg 
35 40 45 



Gly Cys Ser Val Ser Val Asp Val Arg Cys Ser Leu Gly Ala Met Val 
50 55 60 



Thr Pro Glu Leu Asn Gly Gly Asp Val Gly Val Gly Val Gly Gly Gly 



25156216 



-99- 



65 



70 



75 



80 



Ser Phe Asp Phe Gin Arg Tyr Leu Ser Ala Arg Ala Asp Ala Val His 
85 90 95 



Asp Ala Leu Asp Arg Ala Met Pro Arg Gly Phe Pro Glu Arg Leu Cys 
100 105 110 



Glu Ser Met Arg Tyr Ser Val Leu Ala Gly Gly Lys Arg Val Arg Pro 
115 120 125 



Val Leu Ala Leu Ala Ala Cys Glu Leu Val Gly Gly Asp Ala Ala Ala 
130 135 140 



Ala Thr Pro Val Ala Cys Ala Val Glu Met lie His Thr Met Ser Leu 
145 150 155 160 



lie His Asp Asp Met Pro Cys Met Asp Asp Asp Ala Leu Arg Arg Gly 
165 170 175 



Arg Pro Ser Asn His Val Ala Phe Gly Glu Phe Thr Ala Leu Leu Ala 
180 185 190 



Gly Asp Ala Leu His Ala Leu Ala Phe Glu His Val Ala Arg Gly Cys 
195 200 205 



Gly Asp His Gly Val Pro Ala Asp Arg Thr Leu Arg Ala Val Ala Glu 
210 215 220 



Leu Gly Ser Ala Ser Gly Thr Gly Gly Val Ala Ala Gly Gin Val Ala 
225 230 235 240 



Asp Lys Glu Ser Glu Gly Leu Pro Val Ser Leu Ala Met Leu Glu Tyr 
245 250 255 



lie His Val His Lys Thr Ala Arg Leu Leu Glu Ala Ala Ala Val Ser 
260 265 270 



Gly Ala lie Val Gly Gly Gly Ala Asp Ala Glu Val Glu Arg Val Arg 
275 280 285 



Arg Tyr Ala Arg Cys Val Gly Leu Leu Phe Gin Val Val Asp Asp Val 
290 295 300 



Leu Asp Met Thr Ser Thr Ser Glu Gin Leu Gly Lys Thr Ala Gly Lys 
305 310 315 320 
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Asp Val Glu Ala Asp Lys Ala Thr Tyr Pro Lys Leu Leu Gly Val Asp 
325 330 335 



Lys Ala Arg Glu Tyr Ala Ala Asp Leu Leu Ala Met Ala Glu Ala Glu 
340 345 350 



Leu Asp Gly Phe Asp Ala Glu Arg Ala Ala Pro Leu Arg His Leu Ala 
355 360 365 



Arg Phe lie Ala Tyr Arg Gin His 
37 0 37 5 



<210> 68 

<211> 292 

<212> PRT 

<213> Chlamydia muridarum 

<400> 68 



Met Asp Asp Phe Asn Val Tyr Arg Ser Lys lie Glu Lys Arg Leu Arg 
15 10 15 



Asp Ser Leu Glu Asp Phe Gly Lys Thr Gin Ser Gly Leu Arg Asn Pro 
20 25 30 



lie Glu Tyr Ala Leu Leu Gly Gly Gly Lys Arg Val Arg Pro Leu Leu 
35 40 45 



Val Cys Leu Phe Ala Asp Ser lie Gin Lys Arg Arg Asp Val Leu Asp 
50 55 " * 6Q 



Thr Ala lie Ala Val Glu Tyr lie His Thr Ser Thr Leu lie Ala Asp 
65 70 75 80 



Asp Leu Pro Cys Met Asp Asn Asp Asp Met Arg Arg Gly Lys Pro Ser 
85 " 90 95 



Val His Lys Ala Phe Asp Glu Ala Ser Ala Leu Leu Ala Ser Tyr Ala 
100 105 110 



Leu lie Pro Ala Ala Tyr Ala Arg lie Arg Lys Asn Ala Lys Ala Leu 
115 120 125 



Lys Glu Val Val Ser Val Gin Arg Glu lie Glu Asp Ala Tyr Glu Asp 
130 135 ~ 140 
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Val Leu Asp Leu lie Glu Leu Arg Phe Gly Val Glu Gly Val Leu Gly 
145 150 155 160 



Gly Gin Tyr Glu Asp Val Phe Phe Gin Ser Phe Thr Glu Glu Ser Val 
165 170 175 



lie Asn lie lie Asn Lys Lys Thr Ser Ala Leu Phe Glu lie Ala Cys 
180 185 190 



Val Ser Gly Trp Leu Phe Gly Gly Gly Ala Arg Glu Lys Thr Pro Leu 
195 200 205 



Val lie Glu Phe Ala Arg Asn Phe Gly lie Leu Phe Gin lie Gly Asp 
210 215 220 



Asp Leu Ala Asp Leu Ser Gin Asp Asn Gin Glu Glu Lys His Met Asn 
225 230 235 240 



Tyr Ala Leu Leu Phe Gly Glu Gin Ala Ala Lys Asp Leu Leu Asn. Arg 
245 ' 250 255 



Ser Phe Asn Ser Cys lie Glu lie Leu His Leu Leu Lys Glu Lys Gly 
260 265 270 



Val Lys Pro Leu Glu Glu Leu Cys Lys Lys Val Phe Met Gly Gly Asn 
275 280 285 



Lys His Ser Leu 
290 



<210> 69 
<211> 392 
<212> PRT 

<213> Streptomyces coelicolor 
<400> 69 

Met Arg Thr Thr Glu Ser Glu Lys Gly Leu Arg Met Pro Gly Leu Pro 
15 10 15 



Pro Met Val Ala Pro Pro Ala Glu Gin Val Asp Asp Pro Val Thr Ala 
20 25 30 



Thr Asp Ala Ala Asn Ala Val Asp Ala Val Leu Arg Gly Val Leu Asp 
35 40 45 



Glu Arg Leu Arg His Cys Arg Ala Val Asp Pro Leu Phe Ala Arg Glu 
50 " 55 60 
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Leu Ala Asp Arg Leu Ala Ala Leu Thr Ala Arg Gly Gly Lys Arg Leu 
65 70 75 " 80 



Arg Thr Ala Phe Ala His Cys Gly Trp Arg Ala Ala Gly Gly Ser Gly 
85 90 95 



Asp Ala Thr Ala Val Leu Arg Thr Gly Ala Ala Leu Glu Leu Leu Gin 
100 105 110 



Ala Cys Ala Leu Val His Asp Asp Val Met Asp Gly Ser Val Gin Arg 
115 120 125 



Arg Gly Ala Pro Ala Leu His Val Asp Leu Ala Arg Gly His Trp Ala 
130 135 140 



Ala Gly Met His Gly Ser Ser Glu Ser Phe Gly Thr Ser Ala Ala Val 
145 150 155 160 



Leu Thr Gly Asp Leu Ala Leu Ala Trp Ala Asp Asp Leu Leu Thr Glu 
165 170 175 



Thr Ala Leu Gly Thr Pro His Gly Pro Arg Leu His Gly Glu Trp Arg 
180 185 " 190 



Ala Met Arg Thr Glu Met Val Ala Gly Gin Tyr Arg Asp Leu His Ala 
195 200 205 



Gin Ala Ala Arg Ser Ser Gly Val Asp Glu Ala Leu Ala lie Ala Thr 
210 215 220 



Leu Lys Ser Ala Leu Tyr Thr Val Ala Arg Pro Leu Ala Leu Gly Ala 
225 230 235 240 



Val Leu Ala Gly Ala Ala Asp Gly Asp Ala Leu Glu Ala Leu Arg Ala 
245 250 255 



Ala Gly Arg Cys Ala Gly Leu Ala Phe Gin Leu Arg Asp Asp Leu Leu 
260 265 270 



Gly Ala Phe Gly Asp Pro Ala Leu Thr Gly Lys Pro Ala Asp Asp Asp 
275 280 285 



Leu Arg Ser Arg Lys Leu Thr Tyr Leu Leu Ala Val Ala Val Arg Leu 
290 295 300 
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Ala Asp Ala Ala Asp Asp His Leu Ala Ala Ala Ala Leu Ala Pro Asp 
305 310 315 320 



Ala Asp Pro Lys Ser Glu Lys Ala Val Arg Gin Val Arg Ser Ala Leu 
325 330 335 



Val Arg Thr Gly Ala Arg Asp Leu Val Glu Thr Lys lie Gly Glu Leu 
340 345 350 



Thr Asp Met Ser Leu Ala His Phe Asp Arg Cys Gly Ala Arg Pro Ala 
355 360 365 



Val Arg His Glu Phe Ala Ala Leu lie Gly Arg Ala Thr Gly Ala Val 
370 375 380 



Pro Arg Gly Thr Gly Glu Val Val 
385 ~ 390 



<210> 70 

<211> 323 

<212> PRT 

<213> Synechocystis sp 

<400> 70 

Met lie Ser Thr Thr Ser Leu Phe Ala Pro Val Asp Gin Asp Leu Arg 
1 5 10 15 



Leu Leu Thr Asp Asn Leu Lys Arg Leu Val Gly Ala Arg His Pro lie 
20 25 30 



Leu Gly Ala Ala Ala Glu His Leu Phe Glu Ala Gly Gly Lys Arg Val 
35 40 45 



Arg Pro Ala lie Val Leu Leu Val Ser Arg Ala Thr Leu Leu Asp Gin 
50 55 60 



Glu Leu Thr Ala Arg His Arg Arg Leu Ala Glu lie Thr Glu Met lie 
65 70 75 80 



His Thr Ala Ser Leu Val His Asp Asp Val Val Asp Glu Ala Asp Leu 
85 90 95 



Arg Arg Asn Val Pro Thr Val Asn Ser Leu Phe Asp Asn Arg Val Ala 
100 105 110 



Val Leu Ala Gly Asp Phe Leu Phe Ala Gin Ser Ser Trp Tyr Leu Ala 
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115 



120 



125 



Asn Leu Asp Asn Leu Glu Val Val Lys Leu Leu Ser Glu Val lie Arg 
130 135 140 



Asp Phe Ala Glu Gly Glu lie Leu Gin Ser lie Asn Arg Phe Asp Thr 
145 150 155 160 



Asp Thr Asp Leu Glu Thr Tyr Leu Glu Lys Ser Tyr Phe Lys Thr Ala 
165 ~ 170 175 



Ser Leu lie Ala Asn Ser Ala Lys Ala Ala Gly Val Leu Ser Asp Ala 
180 " 185 190 



Pro Arg Asp Val Cys Asp His Leu Tyr Glu Tyr Gly Lys His Leu Gly 
195 200 205 



Leu Ala Phe Gin lie Val Asp Asp lie Leu Asp Phe Thr Ser Pro Thr 
210 215 220 



Glu Val Leu Gly Lys Pro Ala Gly Ser Asp Leu lie Ser Gly Asn lie 
225 ~ 230 235 240 



Thr Ala Pro Ala Leu Phe Ala Met Glu Lys Tyr Pro Leu Leu Gly Lys 
245 250 255 



Leu lie Glu Arg Glu Phe Ala Gin Ala Gly Asp Leu Glu Gin Ala Leu 
260 265 270 



Glu Leu Val Glu Gin Gly Asp Gly lie Arg Arg Ser Arg Glu Leu Ala 
275 280 285 



Ala Asn Gin Ala Gin Leu Ala Arg Gin His Leu Ser Val Leu Glu Met 
290 295 300 



Ser Ala Pro Arg Glu Ser Leu Leu Glu Leu Val Asp Tyr Val Leu Gly 
305 310 315 320 



Arg Leu His 



<210> 71 

<211> 289 

<212> PRT 

<213> Chlamydophila pneumoniae 

<400> 71 



25156216 



- 105- 



Met Leu His Ala Leu Asp Thr Tyr Arg Pro Ser lie Glu Ser Ala lie 
15 10 15 



Glu Lys Ala Leu Glu Gly Phe Gly Pro lie Gly His Pro lie Arg Ser 
20 25 30 



Pro Val Glu Tyr Ala Leu Gin Gly Gly Gly Lys Arg Leu Arg Pro Gly 
35 40 45 



Leu Val Cys Met Met Ala Gin Gly Leu Gly Leu Asn His Asp Val Met 
50 55 60 



Asp Ser Ala Leu Ala Val Glu Phe Val His Thr Ser Thr Leu lie Ala 
65 70 75 80 



Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Glu Arg Arg Gly Arg Pro 
85 90 95 



Thr Val His Lys Ala Phe Asp Glu Ala Thr Ala Leu Leu Ala Ser Tyr 
100 105 110 



Ala Leu lie Pro Ala Ala Tyr Ser His Leu Arg Leu Asn Ala Lys Lys 
115 120 125 



Leu Lys Glu Gin Gly Cys Asp Pro Arg Glu lie Asp lie Ala Tyr Asn 
130 135 140 



lie lie Gly Asp lie Thr Asp Lys Asn lie Gly Cys Ser Gly Val Leu 
145 * 150 155 160 



Gly Gly Gin Tyr Asp Asp Met Phe Phe Ser Asn Arg Gly Gin Glu His 
165 170 175 



Val Gin Ser lie Met He Lys Lys Thr Gly Ser Leu Phe Glu He Ala 
180 185 190 



Cys He Ser Gly Trp Leu Phe Gly Gly Gly Asp Pro Gin Phe Ala Pro 
195 200 205 



He He Thr Ser Phe Ser Asn Asn Phe Gly Leu Leu Phe Gin He Lys 
210 215 220 



Asp Asp Phe Ser Asp Leu Gin Lys Asp Ser Gin Gin He Gly Leu Asn 
225 230 235 240 
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Tyr Ala Leu Leu Phe Gly Glu Lys Ala Ala Leu Glu Leu Leu Ala Arg 
245 250 255 



Ser Gin Asn Asn Cys Leu Glu Leu Leu Asp Arg Leu Ser Ala Gly Gly 
260 ~ 265 270 



Leu Lys Asn Ser Ser Glu Phe Glu Thr lie lie Ser Ser Leu Gly Ser 
275 280 285 



Phe 



<210> 72 
<211> 376 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 72 

Met Glu Pro Gin lie Leu Phe Leu Tyr Leu Ser Leu Phe lie Leu Ser 
15 10 15 



Leu Asn Phe Phe Phe Thr Asn Leu Lys Pro Arg Leu Val Arg Leu Phe 
20 25 30 



Gin Pro Ser Leu Glu Ser Arg Val Lys Thr Ala Leu Leu Ser Arg Lys 
35 40 45 



Glu Val Ala Ala Phe Leu Asp Ser Pro lie Val Glu Asp Glu Glu Gly 
50 55 60 



Glu Glu Arg Glu Glu Glu Glu Glu Gly Gly lie Val Ser Asn Ala Asn 
65 70 75 80 



Phe Thr Phe Glu Phe Asp Pro Tyr Met Met Ser Lys Ala Glu Ser Val 
85 90 95 



Asn Lys Ala Leu Glu Glu Ala lie Pro Val Gly Glu Pro Leu Lys lie 
100 105 110 



His Glu Ala Met Arg Tyr Ala lie Leu Ala Ala Gly Lys Arg Val Arg 
115 120 125 



Pro lie Leu Cys Leu Ala Ser Cys Glu Leu Val Gly Gly Gin Glu Asn 
130 135 140 



Ala Ala Met Pro Ala Ala Cys Ala Val Glu Met lie His Thr Met Ser 
145 150 155 160 
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Leu lie Lys Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Leu Arg Arg 
165 170 175 



Gly Lys Pro Thr Thr His Lys Val Tyr Gly Glu Gly Val Ala lie Leu 
180 185 190 



Ser Gly Gly Ala Leu Leu Ser Leu Ala Phe Glu His Met Thr Thr Ala 
195 200 205 



Glu lie Ser Ser Glu Arg Met Val Trp Ala Val Arg Glu Leu Ala Arg 
210 215 220 



Ser lie Gly Thr Arg Gly Leu Val Ala Gly Gin Ala Met Asp lie Ser 
225 230 235 240 



Ser Glu Gly Leu Asp Leu Asn Glu Val Gly Leu Glu His Leu Glu Phe 
245 250 255 



lie His Val His Lys Thr Ala Val Leu Leu Glu Thr Ala Ala Val Leu 
260 265 270 



Gly Ala lie lie Gly Gly Gly Ser Asp Glu Glu lie Glu Ser Val Arg 
275 280 285 



Lys Phe Ala Arg Cys lie Gly Leu Leu Phe Gin Val Val Asp Asp lie 
290 295 300 



Leu Asp Glu Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala Gly Lys 
305 ~ 310 315 ~ 320 



Asp Gin Leu Ala Gly Lys Leu Thr Tyr Pro Lys Leu lie Gly Leu Glu 
325 330 335 



Lys Ser Lys Glu Phe Val Lys Arg Leu Thr Lys Asp Ala Arg Gin His 
340 345 350 



Leu Gin Gly Phe Ser Ser Glu Lys Val Ala Pro Leu Val Ala Leu Thr 
355 360 365 



Thr Phe lie Ala Asn Arg Asn Lys 
370 375 



<210> 73 
<211> 302 
<212> PRT 
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<213> Synechocystis sp 
<400> 73 

Met Val Ala Gin Gin Thr Arg Thr Asp Phe Asp Leu Ala Gin Tyr Leu 
1 5 " 10 15 



Gin Val Lys Lys Gly Val Val Glu Ala Ala Leu Asp Ser Ser Leu Ala 
20 25 30 



lie Ala Arg Pro Glu Lys lie Tyr Glu Ala Met Arg Tyr Ser Leu Leu 
35 40 45 



Ala Gly Gly Lys Arg Leu Arg Pro lie Leu Cys lie Thr Ala Cys Glu 
50 55 60 



Leu Cys Gly Gly Asp Glu Ala Leu Ala Leu Pro Thr Ala Cys Ala Leu 
65 70 75 80 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Ser Met 
85 90 95 



Asp Asn Asp Asp Phe Arg Arg Gly Lys Pro Thr Asn His Lys Val Tyr 
100 105 110 



Gly Glu Asp lie Ala lie Leu Ala Gly Asp Gly Leu Leu Ala Tyr Ala 
115 120 125 



Phe Glu Tyr Val Val Thr His Thr Pro Gin Ala Asp Pro Gin Ala Leu 
130 135 140 



Leu Gin Val lie Ala Arg Leu Gly Arg Thr Val Gly Ala Ala Gly Leu 
145 150 155 160 



Val Gly Gly Gin Val Leu Asp Leu Glu Ser Glu Gly Arg Thr Asp lie 
165 170 175 



Thr Pro Glu Thr Leu Thr Phe lie His Thr His Lys Thr Gly Ala Leu 
180 185 190 



Leu Glu Ala Ser Val Leu Thr Gly Ala lie Leu Ala Gly Ala Thr Gly 
195 200 205 



Glu Gin Gin Gin Arg Leu Ala Arg Tyr Ala Gin Asn lie Gly Leu Ala 
210 ~ 215 220 



Phe Gin Val Val Asp Asp lie Leu Asp lie Thr Ala Thr Gin Glu Glu 
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225 



230 



235 



240 



Leu Gly Lys Thr Ala Gly Lys Asp Val Lys Ala Gin Lys Ala Thr Tyr 
245 250 255 



Pro Ser Leu Leu Gly Leu Glu Ala Ser Arg Ala Gin Ala Gin Ser Leu 
260 265 270 



lie Asp Gin Ala lie Val Ala Leu Glu Pro Phe Gly Pro Ser Ala Glu 
275 280 285 



Pro Leu Gin Ala lie Ala Glu Tyr lie Val Ala Arg Lys Tyr 
290 295 300 



<210> 74 

<211> 378 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 74 

Met Lys Asn Gly Thr Thr lie Leu Phe Leu Tyr Leu Ser Leu Phe lie 
1 5 10 15 



Leu Ser Leu Asn Phe Phe Phe Thr Asn Leu Lys Pro Arg Leu Val Arg 
20 25 30 



Leu Phe Gin Pro Ser Leu Glu Ser Arg Val Lys Thr Ala Leu Leu Ser 
35 40 45 



Arg Lys Glu Val Ala Ala Phe Leu Asp Ser Pro lie Val Glu Asp Glu 
50 55 60 



Glu Gly Glu Glu Arg Glu Glu Glu Glu Glu Gly Gly lie Val Ser Asn 
65 70 75 80 



Ala Asn Phe Thr Phe Glu Phe Asp Pro Tyr Met Met Ser Lys Ala Glu 
85 90 95 



Ser Val Asn Lys Ala Leu Glu Glu Ala lie Pro Val Gly Glu Pro Leu 
100 105 110 



Lys lie His Glu Ala Met Arg Tyr Ala lie Leu Ala Ala Gly Lys Arg 
115 120 125 



Val Arg Pro lie Leu Cys Leu Ala Ser Cys Glu Leu Val Gly Gly Gin 
130 135 140 
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Glu Asn Ala Thr lie Pro Ala Ala Cys Ala Val Glu Met He His Thr 
145 150 155 160 



Met Ser Leu He Lys Asp Asp Leu Pro Cys Met Asp Asn Asp Asp Leu 
165 170 175 



Arg Arg Gly Lys Pro Thr Thr Asp Lys Val Tyr Gly Glu Gly Val Ala 
180 185 190 



He Leu Ser Gly Gly Ala Leu Leu Ser Leu Ala Phe Glu His Met Thr 
195 " 200 205 



Thr Ala Glu He Ser Ser Glu Arg Met Val Trp Ala Val Arg Glu Leu 
210 215 220 



Ala Arg Ser He Gly Thr Arg Gly Leu Val Ala Gly Gin Ala Met Asp 
225 230 " 235 240 



He Ser Ser Glu Gly Leu Asp Leu Asn Glu Val Gly Leu Glu His Leu 
245 250 255 



Glu Phe lie His Val His Lys Thr Ala Val Leu Leu Glu Thr Ala Ala 
260 265 270 



Val Leu Gly Ala He He Gly Gly Gly Ser Asp Glu Glu He Glu Ser 
275 280 285 



Val Arg Lys Phe Ala Arg Cys He Gly Leu Leu Phe Gin Val Val Asp 
290 295 300 



Asp He Leu Asp Glu Thr Lys Ser Ser Glu Glu Leu Gly Lys Thr Ala 
305 310 315 320 



Gly Lys Asp Gin Leu Ala Gly Lys Leu Thr Tyr Pro Lys Leu He Gly 
325 " 330 * ' 335 



Leu Glu Lys Ser Lys Glu Phe Val Lys Arg Leu Thr Lys Asp Ala Arg 
340 345 350 



Gin His Leu Gin Gly Phe Ser Ser Glu Lys Val Ala Pro Leu Val Ala 
355 360 365 



Leu Thr Thr Phe He Ala Asn Arg Asn Lys 
370 375 
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<210> 75 
<211> 222 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 75 

Thr Ser Ser Leu lie His Asp Asp Leu Pro Cys Met Asp Asn Ala Asp 
15 10 15 



Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Tyr Gly Glu Asp Met 
20 25 30 



Ala Val Leu Ala Gly Asp Ala Leu Leu Ala Leu Ala Phe Glu His Met 
35 40 45 



Thr Val Val Ser Ser Gly Leu Val Ala Pro Glu Arg Met lie Arg Ala 
50 55 60 



Val Val Glu Leu Ala Arg Ala lie Gly Thr Thr Gly Leu Val Ala Gly 
65 70 75 80 



Gin Met lie Asp Leu Ala Ser Glu Arg Leu Asn Pro Asp Lys Val Gly 
85 90 95 



Leu Glu His Leu Glu Phe lie His Leu His Lys Thr Ala Ala Leu Leu 
100 105 110 



Glu Ala Ala Ala Val Leu Gly Val lie Met Gly Gly Gly Thr Glu Glu 
115 120 125 



Glu lie Glu Lys Leu Arg Lys Tyr Ala Arg Cys lie Gly Leu Leu Phe 
130 " 135 14 0 



Gin Val Val Asp Asp lie Leu Asp Val Thr Lys Ser Thr Glu Glu Leu 
145 150 155 160 



Gly Lys Thr Ala Gly Lys Asp Val Met Ala Gly Lys Leu Thr Tyr Pro 
165 170 175 



Arg Leu lie Gly Leu Glu Arg Ser Lys Glu Val Ala Glu Lys Leu Arg 
180 185 190 



Arg Glu Ala Glu Glu Gin Leu Leu Gly Phe Asp Pro Ser Lys Ala Ala 
195 2 00 2 05 



Pro Leu Val Ala Leu Ala Ser His lie Ala Phe Arg His Asn 
210 215 220 
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<210> 76 
<211> 335 
<212> PRT 

<213> Drosophila melanogaster 
<400> 76 

Met Glu Glu Leu Asn lie lie Leu Gin Lys Thr Lys Asp Lys Ser Thr 
15 10 15 



Gin Lys Glu Gin Asp Glu lie Leu Leu Gin Pro Phe Thr Tyr lie Gin 
20 25 30 



Gin lie Pro Gly Lys Gin Phe Arg Ser Glu Leu Ala Leu Ala Phe Asn 
35 40 45 



His Trp Leu Leu lie Pro Gly Glu Lys Leu Ala Gin lie Gly Asn lie 
50 55 60 



Val Gin Met Leu His Asn Ser Ser Leu Leu lie Glu Asp Asn Ser lie 
65 70 75 80 



Leu Arg Arg Gly Val Pro Val Ala His Ser lie Tyr Gly Val Ala Ser 
85 90 95 



Thr lie Asn Ala Ala Asn Tyr Ala Leu Phe Leu Ala Leu Glu Lys Val 
100 105 110 



Gin Gin Leu Asp His Pro Glu Val Arg Lys Val Tyr Thr Glu Gin Leu 
115 120 125 



Leu Glu Leu His Arg Gly Gin Gly Met Glu lie Tyr Trp Arg Asp Ser 
130 135 140 



Phe Thr Cys Pro Ser Glu Ser Asp Tyr Lys Leu Met Thr Val Arg Lys 
145 150 * ~ 155 160 



Thr Gly Gly Leu Phe Met Leu Ala lie Arg Leu Met Gin Leu Phe Ser 
165 170 175 



Ser Asn Lys Glu Asp Tyr Ser Lys Leu Thr Ala lie Leu Gly Leu Tyr 
180 185 190 



Phe Gin lie Arg Asp Asp Tyr Cys Asn Leu Ser Leu Lys Glu Val Ser 
195 ^ 2Qo 2Q5 
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Val Asn Lys Ser Phe Ala Glu Asp Leu Thr Glu Gly Lys Phe Gly Phe 
210 215 220 



Pro Val lie His Ala Val Arg Thr Gin Lys Gin Asp Lys Gin Val Leu 
225 230 235 240 



Arg Lys Ser Ser Gin Arg Thr His Asp lie Glu Val Lys Lys Tyr Cys 
245 250 255 



lie Thr Leu Leu Glu Lys Leu Gly Ser Phe Gin Tyr Thr Arg Lys Val 
260 265 270 



Leu Glu Ser Leu Asp Ala Glu Ala Arg Ser Glu Val Ser Thr Leu Gly 
275 280 285 



Ser Asn Pro Tyr Met Asp Arg Leu Leu Asn Lys Leu Leu Ser Trp Lys 
2 90 2 95 300 



Thr Ser Asp Ser Ala Ser lie Thr Gin Ser Asn Gin lie Asn His Asn 
305 310 315 320 



Asn Val Ser Arg Ser Ser Pro Asn Gin Asn Thr Phe Asn Cys Asn 
325 330 335 



<210> 77 
<211> 338 
<212> PRT 

<213> Drosophila melanogas ter 
<400> 77 

Met Glu Glu Leu Asn lie lie Leu Gin Lys Thr Lys Asp Lys Ser Thr 
15 10 15 



Gin Lys Glu Gin Asp Glu lie Leu Leu Gin Pro Phe Thr Tyr lie Gin 
20 25 30 



Gin lie Pro Gly Lys Gin Phe Arg Ser Glu Leu Ala Leu Ala Phe Asn 
35 40 45 



His Trp Leu Leu lie Pro Gly Glu Lys Leu Ala Gin lie Gly Asp lie 
50 55 60 



Val Gin Met Leu His Asn Ser Ser Leu Leu lie Asp Asp lie Glu Asp 
65 70 75 80 



Asn Ser lie Leu Arg Arg Gly Val Pro Val Ala His Ser lie Tyr Gly 
85 90 95 
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Val Ala Ser Thr lie Asn Ala Ala Asn Tyr Ala Leu Phe Leu Ala Leu 
100 105 110 



Glu Lys Val Gin Gin Leu Asp His Pro Glu Ala Thr Lys Val Tyr Thr 
115 120 125 



Glu Gin Leu Leu Glu Leu His Arg Gly Gin Gly Met Glu lie Tyr Trp 
130 135 140 



Arg Asp Ser Phe Thr Cys Pro Ser Glu Ser Asp Tyr Lys Leu Met Thr 
145 150 155 160 



Val Arg Lys Thr Gly Gly Leu Phe Met Leu Ala lie Arg Leu Met Gin 
165 ^ 170 175 



Leu Phe Ser Ser Asn Lys Glu Asp Tyr Ser Lys Leu Thr Ala lie Leu 
180 185 190 



Gly Leu Tyr Phe Gin lie Arg Asp Asp Tyr Cys Asn Leu Ser Leu Lys 
195 200 205 



Glu Tyr Thr Glu Asn Lys Ser Phe Ala Glu Asp Leu Thr Glu Gly Lys 
210 215 220 



Phe Gly Phe Pro Val lie His Ala Val Arg Thr Gin Lys Gin Asp Lys 
225 230 235 240 



Gin Val Leu His lie Leu Arg Gin Arg Thr His Asp lie Glu Val Lys 
245 250 255 



Lys Tyr Cys lie Thr Leu Leu Glu Lys Leu Gly Ser Phe Gin Tyr Thr 
260 265 270 



Arg Lys Val Leu Glu Ser Leu Asp Ala Glu Ala Arg Ser Glu Val Ala 
275 280 285 



Arg Leu Gly Ser Asn Pro Tyr Met Asp Arg Leu Leu Asn Lys Leu Leu 
290 295 300 



Ser Trp Lys Thr Ser Asp Ser Ala Ser lie Thr Gin Ser Asn Gin lie 
305 ~ ~ 310 315 320 



Asn His Asn Asn Val Ser Arg Ser Ser Pro Asn Gin Asn Thr Phe Asn 
325 330 335 
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Cys Asn 



<210> 78 
<211> 360 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 78 

Met Ala Thr Thr Val His Leu Ser Ser Phe Ser Leu Phe lie Gin Ser 
15 10 15 



Arg Gly Arg Arg Asp Asn Ser lie Ser Ser Val Lys Ser Leu Lys Lys 
20 25 30 



Arg Thr Gly Leu Ser Pro Ser Ser Ala Leu Thr Ser Gin Gly Gly Arg 
35 40 45 



Asp Met lie Pro Pro Glu Gly Lys Cys Asn Asp His Asn Ser Ala Phe 
50 55 60 



Asp Phe Lys Leu Tyr Met lie Arg Lys Ala Glu Ser Val Asn Ala Ala 
65 70 75 80 



Leu Asp Val Ser Val Pro Leu Arg Glu Pro Leu Thr Val Gin Glu Ala 
85 90 95 



Val Arg Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Leu Leu 
100 105 110 



Cys lie Ala Val Cys Glu Leu Val Gly Gly Asp Glu Ala Thr Ala Met 
115 120 125 



Ser Ala Ala Cys Ala Val Glu Met lie His Thr Ser Ser Leu lie His 
130 ~ 135 . 140 



Asp Asp Leu Pro Cys Met Asp Asn Ala Asp Leu Arg Arg Gly Lys Pro 
145 150 155 160 



Thr Asn His Lys Val Tyr Gly Glu Asp Met Ala Val Leu Ala Gly Asp 
165 170 175 



Ala Leu Leu Ala Leu Ala Phe Glu His Met Thr Val Val Ser Ser Gly 
180 185 190 



Leu Val Ala Pro Glu Arg Met lie Arg Ala Val Val Glu Leu Ala Arg 
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195 



200 



205 



Ala lie Gly Thr Thr Gly Leu Val Ala Gly Gin Met lie Asp Leu Ala 
210 ^ 215 220 



Ser Glu Arg Leu Asn Pro Asp Lys Val Gly Leu Glu His Leu Glu Phe 
225 230 235 240 



lie His Leu His Lys Thr Ala Ala Leu Leu Glu Ala Ala Ala Val Leu 
245 250 255 



Gly Val lie Met Gly Gly Gly Thr Glu Glu Glu lie Glu Lys Leu Arg 
260 265 270 



Lys Tyr Ala Arg Cys lie Gly Leu Leu Phe Gin Val Val Asp Asp lie 
275 280 285 



Leu Asp Val Thr Lys Ser Thr Glu Glu Leu Gly Lys Thr Ala Gly Lys 
290 295 300 



Asp Val Met Ala Gly Lys Leu Thr Tyr Pro Arg Leu lie Gly Leu Glu 
305 ^ 310 315 320 



Arg Ser Lys Glu Val Ala Glu Lys Leu Arg Arg Glu Ala Glu Glu Gin 
325 330 335 



Leu Leu Gly Phe Asp Pro Ser Lys Ala Ala Pro Leu Val Ala Leu Ala 
340 345 350 



Ser Tyr lie Ala Cys Arg His Asn 
355 360 



<210> 79 
<211> 360 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 79 

Met Ala Asn Thr Val His Leu Ser Ser Ser Ser Leu Phe lie Gin Thr 
15 10 15 



Arg Gly Arg Lys Tyr Asn Ser lie Leu Ser Phe Asn Asn Leu Gin Lys 
20 25 30 



Arg Thr Val Leu Ser Leu Ser Cys Ala Leu Thr Ser Gin Gly Gly Lys 
35 4 0 4 5 
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Asp Met lie Pro Pro Lys Gly Lys Ser Asn Asp Arg Asn Phe Ala Phe 
50 55 60 



Asp Phe Lys Ser Tyr Met lie Arg Lys Ala Glu Ser Val Ser Met Ala 
65 70 75 80 



Leu Asn Val Ser Val Pro Pro Gin Asp Pro Leu Ala lie Gin Glu Ala 
85 90 95 



Val Arg Tyr Ser Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Leu Leu 
100 105 110 



Cys lie Ala Ala Cys Glu Leu Val Gly Gly Asp Glu Ala Thr Ala Met 
115 120 125 



Ser Ala Ala Cys Ala Val Glu Met lie His Thr Ser Ser Leu lie His 
130 135 140 



Asp Asp Leu Pro Cys Met Asp Asp Ala Asp Leu Arg Arg Gly Lys Pro 
145 150 155 160 



Thr Asn His Lys Val Phe Gly Glu His Met Ala Val Leu Ala Gly Asp 
165 170 175 



Ala Leu Leu Ala Leu Ala Phe Glu His Met Thr Val Val Ser Ser Gly 
180 185 190 



Leu Val Ala Pro Glu Arg Met lie Arg Ser Val Thr Glu Leu Ala Lys 
195 200 205 



Ala lie Gly Thr Lys Gly Leu Val Ala Gly Gin Val Ser Asp Leu Cys 
210 215 220 



Ser Gin Gly Leu Asn Pro Tyr Asp Val Gly Leu Glu Arg Leu Glu Phe 
225 ' 230 235 240 



lie His Leu His Lys Thr Ala Ala Leu Leu Glu Ala Ala Ala Val Leu 
245 250 255 



Gly Ala lie lie Gly Gly Gly Thr Glu Glu Glu lie Gin Lys Leu Arg 
260 " 265 270 



Lys Tyr Gly Arg Cys lie Gly Leu Leu Phe Gin Val Val Asp Asp lie 
275 " 280 285 
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lie Asp Val Thr Glu Ser Thr Glu Glu Leu Gly Lys Thr Ala Gly Lys 
290 295 300 



Asp Val Met Ala Arg Lys Leu Thr Tyr Pro Arg Leu lie Gly Leu Glu 
305 310 315 320 



Arg Ser Arg Glu Val Ala Glu Lys Leu Arg Arg Glu Ala Ala Glu Gin 
325 330 335 



Leu Leu Gly Phe Asp Ser Asn Lys Val Ala Pro Leu Val Ala Leu Ala 
340 345 350 



Ser Tyr lie Ala Cys Arg His Asn 
355 360 



<210> 80 
<211> 292 
<212> PRT 

<213> Chlamydia muridarum 
<400> 80 

Met Asp Asp Phe Asn Val Tyr Arg Ser Lys lie Glu Lys Arg Leu Arg 
15 10 15 



Asp Ser Leu Glu Asp Phe Gly Lys Thr Gin Ser Gly Leu Arg Asn Pro 
20 25 30 



lie Glu Tyr Ala Leu Leu Gly Gly Gly Lys Arg Val Arg Pro Leu Leu 
35 40 45 



Val Cys Leu Phe Ala Asp Ser lie Gin Lys Arg Arg Asp Val Leu Asp 
50 55 60 



Thr Ala lie Ala Val Glu Tyr lie His Thr Ser Thr Leu lie Ala Asp 
65 70 75 80 



Asp Leu Pro Cys Met Asp Asn Asp Asp Met Arg Arg Gly Lys Pro Ser 
85 90 ~ 95 



Val His Lys Ala Phe Asp Glu Ala Ser Ala Leu Leu Ala Ser Tyr Ala 
100 105 110 



Leu lie Pro Ala Ala Tyr Ala Arg lie Arg Lys Asn Ala Lys Ala Leu 
115 * 120 125 



Lys Glu Val Val Ser Val Gin Arg Glu lie Glu Asp Ala Tyr Glu Asp 
130 135 140 
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Val Leu Asp Leu lie Glu Leu Arg Phe Gly Val Glu Gly Val Leu Gly 
145 150 155 160 



Gly Gin Tyr Glu Asp Val Phe Phe Gin Ser Phe Thr Glu Glu Ser Val 
165 170 175 



lie Asn lie lie Asn Lys Lys Thr Ser Ala Leu Phe Glu lie Ala Cys 
180 185 190 



Val Ser Gly Trp Leu Phe Gly Gly Gly Ala Arg Glu Lys Thr Pro Leu 
195 200 205 



Val lie Glu Phe Ala Arg Asn Phe Gly lie Leu Phe Gin lie Gly Asp 
210 215 220 



Asp Leu Ala Asp Leu Ser Gin Asp Asn Gin Glu Glu Lys His Met Asn 
225 230 235 240 



Tyr Ala Leu Leu Phe Gly Glu Gin Ala Ala Lys Asp Leu Leu Asn Arg 
245 250 255 



Ser Phe Asn Ser Cys lie Glu lie Leu His Leu Leu Lys Glu Lys Gly 
260 265 270 



Val Lys Pro Leu Glu Glu Leu Cys Lys Lys Val Phe Met Gly Gly Asn 
275 280 285 



Lys His Ser Leu 
290 



<210> 81 
<211> 252 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 81 

Met Ala Glu lie Trp Leu Trp Glu Val Gly Thr Trp Lys Ala Val Gly 
15 10 15 



Arg Leu Gin Ser His Ser Leu Thr Val Thr His Leu Glu Phe Ser Tyr 
20 25 30 



Asp Asp Thr Leu Leu Leu Ser Val Ser Arg Asp Arg His Phe Ser Val 
35 40 45 



25156216 



- 120- 



Phe Ser lie Gin Arg Thr Gly Asn Ser Ser Gly Phe Asn Phe Thr Val 
50 55 60 



Leu Asn Gin lie Phe Ser Lys His Arg Lys Met Ser Thr Phe Leu Ala 
65 70 75 80 



Ser Leu Thr Arg Leu Phe Phe Cys Phe Cys Ser Asp Asn Gly Glu Val 
85 90 95 



Ser His Lys Leu Met Ala Lys Val Glu Ala His Lys Arg lie lie Trp 
100 105 110 



Ala Cys Ser Trp Asn Pro Phe Gly His Gin Phe Ala Thr Ser Ser Arg 
115 120 125 



Asp Lys Thr Val Lys lie Trp Ser Val Glu Asn Asp Ala Arg lie Lys 
130 135 140 



Gin lie Leu Val Leu Pro Pro Phe Gly Ser Ser Val Thr Ala Val Ala 
145 150 155 160 



Trp Thr Gly Leu Asp Arg Asn Glu Lys Ser Gly Cys Val Ala Val Gly 
165 170 175 



Met Glu Ser Gly Leu lie Glu Leu Trp Asn Val Lys lie lie Glu Thr 
180 185 190 



Glu Glu Gly Thr Thr Ala Thr Ala Ala Leu Ala Leu Arg Leu Glu Pro 
195 200 205 



Phe Met Cys His Val Ser Ala Val Asn Arg Leu Ala Trp Arg Pro Thr 
210 215 220 



Glu Lys Cys Glu Ser Asn Gin Ser Leu Arg Trp Leu Thr Ser Cys Gly 
225 230 235 240 



Asp Asp Asn Cys Val Arg Val Phe Asn Phe Lys Phe 
245 250 



<210> 82 
<211> 262 
<212> PRT 

<213> Aquifex aeolicus 
<400> 82 

Met Glu Arg lie Glu Thr Trp Lys Glu Lys lie Glu Lys Arg Leu Asn 
15 10 15 
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Glu lie Leu Lys Pro Glu Gly Pro Glu Glu Leu lie Glu Ala Met Lys 
20 25 30 



Tyr Tyr Pro Leu Gin Lys Gly Lys Arg lie Arg Pro Leu Phe Thr Val 
35 40 45 



Ala Val Ala Ser Ala Leu Gly Gly Asn Glu Asp Asp Ala lie Thr Val 
50 55 60 



Gly Ser Gly lie Glu Leu lie His Asn Tyr Ser Leu lie His Asp Asp 
65 70 75 80 



Leu Pro Cys Met Asp Asn Asp Val Trp Arg Arg Gly Leu Pro Thr Cys 
85 90 95 



His lie Lys Phe Gly Glu Ala Met Ala Leu Leu Ala Gly Asp Ala Leu 
100 105 110 



Leu Thr Tyr Thr Phe Glu Val Leu Ser Gin Arg Glu Asn Tyr Lys Thr 
115 120 125 



Leu Ser Cys Glu Glu lie Leu Glu lie Asn Lys lie lie Ala Gin Lys 
130 135 140 



Ala Gly Ser Asn Gly Met Val Gly Gly Gin Val Leu Asp lie Lys Gly 
145 150 155 160 



Tyr Glu Asp Leu Tyr Glu Val Ser Val Lys Lys Thr Gly Ala Leu Phe 
165 170 175 



Glu Ala Cys Phe Met Cys Gly Ala Val Val Ala Lys Arg Arg Glu Lys 
180 185 190 



Leu Lys Glu Met Glu Ser lie Gly Arg Lys Val Gly Leu Leu Phe Gin 
195 200 " 205 



Met Val Asp Asp Tyr Leu Asp Lys Asp Gly Phe Tyr Glu Lys Leu Gly 
210 215 220 



Glu Cys Leu Lys Glu Glu lie Lys Lys Leu Tyr Glu Glu Leu Lys Glu 
225 230 235 240 



Lys Glu lie Phe Lys Glu Ser Gin Glu Leu Arg Tyr Leu Leu Asp Leu 
245 250 255 
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lie Tyr 



Lys Arg lie Thr 
260 



<210> 83 
<211> 288 
<212> PRT 

<213> Rhodobacter sphaeroides 
<400> 83 

Met Ala Phe Glu Gin Arg lie Glu Ala Ala Met Ala Ala Ala lie Ala 
15 10 15 



Arg Gly Gin Gly Ser Glu Ala Pro Ser Lys Leu Ala Thr Ala Leu Asp 
20 25 30 



Tyr Ala Val Thr Pro Gly Gly Ala Arg lie Arg Pro Thr Leu Leu Leu 
35 40 45 



Ser Val Ala Thr Arg Cys Gly Asp Ser Arg Pro Ala Leu Ser Asp Ala 
50 55 60 



Ala Ala Val Ala Leu Glu Leu lie His Cys Ala Ser Leu Val His Asp 
65 70 75 80 



Asp Leu Pro Cys Phe Asp Asp Ala Glu lie Arg Arg Gly Lys Pro Thr 
85 90 95 



Val His Arg Ala Tyr Ser Glu Pro Leu Ala lie Leu Thr Gly Asp Ser 
100 105 110 



Leu lie Val Met Gly Phe Glu Val Leu Ala Gly Ala Ala Ala Asp Arg 
115 120 125 



Pro Gin Arg Ala Leu Gin Leu Val Thr Ala Leu Ala Val Arg Thr Gly 
130 135 140 



Met Pro Met Gly lie Cys Ala Gly Gin Gly Trp Glu Ser Glu Ser Gin 
145 " 150 155 160 



lie Asn Leu Ser Ala Tyr His Arg Ala Lys Thr Gly Ala Leu Phe lie 
165 170 175 



Ala Ala Thr Gin Met Gly Ala lie Ala Ala Gly Tyr Glu Ala Glu Pro 
180 185 190 



Trp Glu Glu Leu Gly Ala Arg lie Gly Glu Ala Phe Gin Val Ala Asp 
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195 



200 



205 



Asp Leu Arg Asp Ala Leu Cys Asp Ala Glu Thr Leu Gly Lys Pro Ala 
210 215 220 



Gly Gin Asp Glu lie His Ala Arg Pro Ser Ala Val Arg Glu Tyr Gly 
225 230 235 240 



Val Glu Gly Ala Ala Lys Gly Leu Lys Asp lie Leu Gly Gly Ala lie 
245 250 255 



Ala Ser lie Pro Ser Cys Pro Ala Glu Ala Met Leu Ala Glu Met Val 
260 265 270 



Arg Arg Tyr Ala Asp Lys lie Val Pro Ala Gin Val Ala Ala Arg Val 
275 280 285 



<210> 84 
<211> 371 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 84 

Met Ala Ser Val Thr Leu Gly Ser Trp lie Val Val His His His Asn 
15 10 15 



His His His Pro Ser Ser lie Leu Thr Lys Ser Arg Ser Arg Ser Cys 
20 25 30 



Pro lie Thr Leu Thr Lys Pro lie Ser Phe Arg Ser Lys Arg Thr Val 
35 40 45 



Ser Ser Ser Ser Ser lie Val Ser Ser Ser Val Val Thr Lys Glu Asp 
50 55 60 



Asn Leu Arg Gin Ser Glu Pro Ser Ser Phe Asp Phe Met Ser Tyr lie 
65 70 75 80 



lie Thr Lys Ala Glu Leu Val Asn Lys Ala Leu Asp Ser Ala Val Pro 
85 90 95 



Leu Arg Glu Pro Leu Lys lie His Glu Ala Met Arg Tyr Ser Leu Leu 
100 105 110 



Ala Gly Gly Lys Arg Val Arg Pro Val Leu Cys lie Ala Ala Cys Glu 
115 "* ~ 120 125 
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Leu Val Gly Gly Glu Glu Ser Thr Ala Met Pro Ala Ala Cys Ala Val 
130 135 140 



Glu Met lie His Thr Met Ser Leu lie His Asp Asp Leu Pro Cys Met 
145 150 155 160 



Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys Val Phe 
165 170 175 



Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ala Leu Leu Ser Phe Ala 
180 185 190 



Phe Glu His Leu Ala Ser Ala Thr Ser Ser Asp Val Val Ser Pro Val 
195 200 205 



Arg Val Val Arg Ala Val Gly Glu Leu Ala Lys Ala He Gly Thr Glu 
210 215 220 



Gly Leu Val Ala Gly Gin Val Val Asp He Ser Ser Glu Gly Leu Asp 
225 230 235 240 



Leu Asn Asp Val Gly Leu Glu His Leu Glu Phe He His Leu His Lys 
245 250 255 



Thr Ala Ala Leu Leu Glu Ala Ser Ala Val Leu Gly Ala lie Val Gly 
260 265 270 



Gly Gly Ser Asp Asp Glu He Glu Arg Leu Arg Lys Phe Ala Arg Cys 
275 280 " 285 



lie Gly Leu Leu Phe Gin Val Val Asp Asp lie Leu Asp Val Thr Lys 
290 295 300 



Ser Ser Lys Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu He Ala Asp 
305 310 ~ ~ 315 320 



Lys Leu Thr Tyr Pro Lys He Met Gly Leu Glu Lys Ser Arg Glu Phe 
325 330 335 



Ala Glu Lys Leu Asn Arg Glu Ala Arg Asp Gin Leu Leu Gly Phe Asp 
34 0 34 5 350 



Ser Asp Lys Val Ala Pro Leu Leu Ala Leu Ala Asn Tyr He Ala Tyr 
355 360 365 
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Arg Gin Asn 
370 



<210> 85 
<211> 369 
<212> PRT 

<213> Capsicum annuum 
<400> 85 

Met Arg Ser Met Asn Leu Val Asp Leu Trp Ala Gin Gin Ala Cys Leu 
15 10 15 



Val Phe Asn Gin Thr Leu Ser Tyr Lys Ser Phe Asn Gly Phe Met Lys 
20 25 30 



lie Pro Leu Lys Asn Ser Lys lie Asn Pro Lys Leu Asn Lys Lys Arg 
35 40 45 



Pro Phe Ser Pro Leu Thr Val Ser Ala lie Ala Thr Thr Lys Glu Asp 
50 55 60 



Glu Arg lie Glu Ala Ala Gin Thr Glu Glu Pro Phe Asn Phe Lys lie 
65 70 75 80 



Tyr Val Thr Glu Lys Ala lie Ser Val Asn Lys Ala Leu Asp Glu Ala 
85 90 95 



lie He Val Lys Glu Pro His Val He His Glu Ala Met Arg Tyr Ser 
100 105 110 



Leu Leu Ala Gly Gly Lys Arg Val Arg Pro Met Leu Cys Leu Ala Ala 
115 120 125 



Cys Glu Leu Val Gly Gly Asn Gin Glu Asn Ala Met Ala Ala Ala Cys 
130 ' ^ 135 140 



Ala Val Glu Met He His Thr Met Ser Leu He His Asp Asp Leu Pro 
145 150 155 160 



Cys Met Asp Asn Asp Asp Leu Arg Arg Gly Lys Pro Thr Asn His Lys 
165 ~ 170 175 



He Tyr Gly Glu Asp Val Ala Val Leu Ala Gly Asp Ser Leu Leu Ala 
180 185 190 



Phe Ala Phe Glu His He Val Asn Ser Thr Ala Gly Val Thr Pro Ser 
195 200 205 
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Arg He Val Gly Ala Val Ala Glu Leu Ala Lys Ser He Gly Thr Glu 
210 215 220 



Gly Leu Val Ala Gly Gin Val Ala Asp He Lys Cys Thr Gly Asn Ala 
225 230 235 240 



Ser Val Ser Leu Glu Thr Leu Glu Phe He His Val His Lys Thr Ala 
245 250 255 



Ala Leu Leu Glu Ser Ser Val Val Leu Gly Ala He Leu Gly Gly Gly 
260 265 270 



Thr Asn Val Glu Val Glu Lys Leu Arg Arg Phe Ala Arg Cys He Gly 
275 280 ' 285 



Leu Leu Phe Gin Val Val Asp Asp He Leu Asp Val Thr Lys Ser Ser 
290 295 300 



Glu Glu Leu Gly Lys Thr Ala Gly Lys Asp Leu Val Val Asp Lys Thr 
305 310 315 320 



Thr Tyr Pro Lys Leu Leu Gly Leu Glu Lys Ala Lys Glu Phe Ala Ala 
325 330 335 



Glu Leu Asn Arg Glu Ala Lys Gin Gin Leu Glu Gly Phe Asp Ser Arg 
340 345 350 



Lys Ala Ala Pro Leu He Ala Leu Ala Asp Tyr He Ala Tyr Arg Asp 
355 360 365 



Asn 



<210> 86 
<211> 3165 
<212> DNA 

<213> Saccharomyces cerevisiae 
<400> 86 

atgccgccgc tattcaaggg actgaaacag atggcaaagc caattgccta tgtttcaaga 60 
ttttcggcga aacgaccaat tcatataata cttttttctc taatcatatc cgcattcgct 120 
tatctatccg tcattcagta ttacttcaat ggttggcaac tagattcaaa tagtgttttt 180 
gaaactgctc caaataaaga ctccaacact ctatttcaag aatgttccca ttactacaga 240 
gattcctctc tagatggttg ggtatcaatc accgcgcatg aagctagtga gttaccagcc 300 
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ccacaccatt 


actatctatt 


aaacctgaac 


ttcaatagtc 


ctaatgaaac 


tgactccatt 


360 


ccagaactag 


ctaacacggt 


ttttgagaaa 


gataatacaa 


aatatattct 


gcaagaagat 


420 


ctcagtgttt 


ccaaagaaat 


ttcttctact 


gatggaacga 


aatggaggtt 


aagaagtgac 


480 


agaaaaagtc 


ttttcgacgt 


aaagacgtta 


gcatattctc 


tctacgatgt 


attttcagaa 


540 


aatgtaaccc 


aagcagaccc 


gtttgacgtc 


cttattatgg 


ttactgccta 


cctaatgatg 


600 


ttctacacca 


tattcggcct 


cttcaatgac 


atgaggaaga 


ccgggtcaaa 


tttttggttg 


660 


agcgcctcta 


cagtggtcaa 


ttctgcatca 


tcacttttct 


tagcattgta 


tgtcacccaa 


720 


tgtattctag 


gcaaagaagt 


ttccgcatta 


actctttttg 


aaggtttgcc 


tttcattgta 


780 


gttgttgttg 


gtttcaagca 


caaaatcaag 


attgcccagt 


atgccctgga 


gaaatttgaa 


840 


agagtcggtt 


tatctaaaag 


gattactacc 


gatgaaatcg 


tttttgaatc 


cgtgagcgaa 


900 


gagggtggtc 


gtttgattca 


agaccatttg 


ctttgtattt 


ttgcctttat 


cggatgctct 


960 


atgtatgctc 


accaattgaa 


gactttgaca 


aacttctgca 


tattatcagc 


atttatccta 


1020 


atttttgaat 


tgattttaac 


tcctacattt 


tattctgcta 


tcttagcgct 


tagactggaa 


1080 


atgaatgtta 


tccacagatc 


tactattatc 


aagcaaacat 


tagaagaaga 


cggtgttgtt 


1140 


ccatctacag 


caagaatcat 


ttctaaagca 


gaaaagaaat 


ccgtatcttc 


tttcttaaat 


1200 


ctcagtgtgg 


ttgtcattat 


catgaaactc 


tctgtcatac 


tgttgtttgt 


cttcatcaac 


1260 


ttttataact 


ttggtgcaaa 


ttgggtcaat 


gatgccttca 


attcattgta 


cttcgataag 


1320 


gaacgtgttt 


ctctaccaga 


ttttattacc 


tcgaatgcct 


ctgaaaactt 


taaagagcaa 


1380 


gctattgtta 


gtgtcacccc 


attattatat 


tacaaaccca 


ttaagtccta 


ccaacgcatt 


1440 


gaggatatgg 


ttcttctatt 


gcttcgtaat 


gtcagtgttg 


ccattcgtga 


taggttcgtc 


1500 


agtaaattag 


ttctttccgc 


cttagtatgc 


agtgctgtca 


tcaatgtgta 


tttattgaat 


1560 


gctgctagaa 


ttcataccag 


ttatactgca 


gaccaattgg 


tgaaaactga 


agtcaccaag 


162 0 


aagtctttta 


ctgctcctgt 


acaaaaggct 


tctacaccag 


ttttaaccaa 


taaaacagtc 


168 0 


atttctggat 


cgaaagtcaa 


aagtttatca 


tctgcgcaat 


cgagctcatc 


aggaccttca 


174 0 


tcatctagtg 


aggaagatga 


ttcccgcgat 


attgaaagct 


tggataagaa 


aatacgtcct 


1800 


ttagaagaat 


tagaagcatt 


attaagtagt 


ggaaatacaa 


aacaattgaa 


gaacaaagag 


1860 


gtcgctgcct 


tggttattca 


cggtaagtta 


cctttgtacg 


ctttggagaa 


aaaattaggt 


1920 


gatactacga 


gagcggttgc 


ggtacgtagg 


aaggctcttt 


caattttggc 


agaagctcct 


1980 


gtattagcat 


ctgatcgttt 


accatataaa 


aattatgact 


acgaccgcgt 


atttggcgct 


2040 


tgttgtgaaa 


atgttatagg 


ttacatgcct 


ttgcccgttg 


gtgttatagg 


ccccttggtt 


2100 
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atcgatggta 


catcttatca 


tataccaatg 


gcaactacag 


agggttgttt 


ggtagcttct 


2160 


gccatgcgtg 


gctgtaaggc 


aatcaatgct 


ggcggtggtg 


caacaactgt 


tttaactaag 


2220 


gatggtatga 


caagaggccc 


agtagtccgt 


ttcccaactt 


tgaaaagatc 


tggtgcctgt 


2280 


aagatatggt 


tagactcaga 


agagggacaa 


aacgcaatta 


aaaaagcttt 


taactctaca 


2340 


tcaagatttg 


cacgtctgca 


acatattcaa 


acttgtctag 


caggagattt 


actcttcatg 


2400 


agatttagaa 


caactactgg 


tgacgcaatg 


ggtatgaata 


tgatttctaa 


aggtgtcgaa 


2460 


tactcattaa 


agcaaatggt 


agaagagtat 


ggctgggaag 


atatggaggt 


tgtctccgtt 


2520 


tctggtaact 


actgtaccga 


caaaaaacca 


gctgccatca 


actggatcga 


aggtcgtggt 


2580 


aagagtgtcg 


tcgcagaagc 


tactattcct 


ggtgatgttg 


tcagaaaagt 


gttaaaaagt 


2640 


gatgtttccg 


cattggttga 


gttgaacatt 


gctaagaatt 


tggttggatc 


tgcaatggct 


2700 


gggtctgttg 


gtggatttaa 


cgcacatgca 


gctaatttag 


tgacagctgt 


tttcttggca 


2760 


ttaggacaag 


atcctgcaca 


aaatgttgaa 


agttccaact 


gtataacatt 


gatgaaagaa 


2820 


gtggacggtg 


atttgagaat 


ttccgtatcc 


atgccatcca 


tcgaagtagg 


taccatcggt 


2880 


ggtggtactg 


ttctagaacc 


acaaggtgcc 


atgttggact 


tattaggtgt 


aagaggcccg 


2940 


catgctaccg 


ctcctggtac 


caacgcacgt 


caattagcaa 


gaatagttgc 


ctgtgccgtc 


3000 


ttggcaggtg 


aattatcctt 


atgtgctgcc 


ctagcagccg 


gccatttggt 


tcaaagtcat 


3060 


atgacccaca 


acaggaaacc 


tgctgaacca 


acaaaaccta 


acaatttgga 


cgccactgat 


3120 


ataaatcgtt 


tgaaagatgg 


gtccgtcacc 


tgcattaaat 


cctaa 




3165 



<210> 87 

<211> 4471 

<212> DNA 

<213> Human 

<400> 87 



ttcggtggcc 


tctagtgaga 


tctggaggat 


ccaaggattc 


tgtagctaca 


atgttgtcaa 


60 


gactttttcg 


aatgcatggc 


ctctttgtgg 


cctcccatcc 


ctgggaagtc 


atagtgggga 


120 


cagtgacact 


gaccatctgc 


atgatgtcca 


tgaacatgtt 


tactggtaac 


aataagatct 


180 


gtggttggaa 


ttatgaatgt 


ccaaagtttg 


aagaggatgt 


tttgagcagt 


gacattataa 


240 


ttctgacaat 


aacacgatgc 


atagccatcc 


tgtatattta 


cttccagttc 


cagaatttac 


300 


gtcaacttgg 


atcaaaatat 


attttgggta 


ttgctggcct 


tttcacaatt 


ttctcaagtt 


360 


ttgtattcag 


tacagttgtc 


attcacttct 


tagacaaaga 


attgacaggc 


ttgaatgaag 


420 


ctttgccctt 


tttcctactt 


ttgattgacc 


tttccagagc 


aagcacatta 


gcaaagtttg 


480 


ccctcagttc 


caactcacag 


gatgaagtaa 


gggaaaatat 


tgctcgtgga 


atggcaattt 


540 
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taggtcctac 


gtttaccctc 


gatgctcttg 


ttgaatgtct 


tgtgattgga 


gttggtacca 


600 


tgtcaggggt 


acgtcagctt 


gaaattatgt 


gctgctttgg 


ctgcatgtca 


gttcttgcca 


660 


actacttcgt 


gttcatgact 


ttcttcccag 


cttgtgtgtc 


cttggtatta 


gagctttctc 


720 


gggaaagccg 


cgagggtcgt 


ccaatttggc 


agctcagcca 


ttttgcccga 


gttttagaag 


780 


aagaagaaaa 


taagccgaat 


cctgtaactc 


agagggtcaa 


gatgattatg 


tctctaggct 


840 


tggttcttgt 


tcatgctcac 


agtcgctgga 


tagctgatcc 


ttctcctcaa 


aacagtacag 


900 


cagatacttc 


taaggtttca 


ttaggactgg 


atgaaaatgt 


gtccaagaga 


attgaaccaa 


960 


gtgtttccct 


ctggcagttt 


tatctctcta 


aaatgatcag 


catggatatt 


gaacaagtta 


1020 


ttaccctaag 


tttagctctc 


cttctggctg 


tcaagtacat 


cttctttgaa 


caaacagaga 


1080 


cagaatctac 


actctcatta 


aaaaacccta 


tcacatctcc 


tgtagtgaca 


caaaagaaag 


1140 


tcccagacaa 


ttgttgtaga 


cgtgaaccta 


tgctggtcag 


aaataaccag 


aaatgtgatt 


1200 


cagtagagga 


agagacaggg 


ataaaccgag 


aaagaaaagt 


tgaggttata 


aaacccttag 


1260 


tggctgaaac 


agatacccca 


aacagagcta 


catttgtggt 


tggtaactcc 


tccttactcg 


1320 


atacttcatc 


agtactggtg 


acacaggaac 


ctgaaattga 


acttcccagg 


gaacctcggc 


1380 


ctaatgaaga 


atgtctacag 


atacttggga 


atgcagagaa 


aggtgcaaaa 


ttccttagtg 


1440 


atgctgagat 


catccagtta 


gtcaatgcta 


agcatatccc 


agcctacaag 


ttggaaactc 


1500 


tgatggaaac 


tcatgagcgt 


ggtgtatcta 


ttcgccgaca 


gttactttcc 


aagaagcttt 


1560 


cagaaccttc 


ttctctccag 


tacctacctt 


acagggatta 


taattactcc 


ttggtgatgg 


1620 


gagcttgttg 


tgagaatgtt 


attggatata 


tgcccatccc 


tgttggagtg 


gcaggacccc 


1680 


tttgcttaga 


tgaaaaagaa 


tttcaggttc 


caatggcaac 


aacagaaggt 


tgtcttgtgg 


1740 


ccagcaccaa 


tagaggctgc 


agagcaatag 


gtcttggtgg 


aggtgccagc 


agccgagtcc 


1800 


ttgcagatgg 


gatgactcgt 


ggcccagttg 


tgcgtcttcc 


acgtgcttgt 


gactctgcag 


1860 


aagtgaaagc 


ctggctcgaa 


acatctgaag 


ggttcgcagt 


gataaaggag 


gcatttgaca 


1920 


gcactagcag 


atttgcacgt 


ctacagaaac 


ttcatacaag 


tatagctgga 


cgcaaccttt 


1980 


atatccgttt 


ccagtccagg 


tcaggggatg 


ccatggggat 


gaacatgatt 


tcaaagggta 


2040 


cagagaaagc 


actttcaaaa 


cttcacgagt 


atttccctga 


aatgcagatt 


ctagccgtta 


2100 


gtggtaacta 


ttgtactgac 


aagaaacctg 


ctgctataaa 


ttggatagag 


ggaagaggaa 


2160 


aatctgttgt 


ttgtgaagct 


gtcattccag 


ccaaggttgt 


cagagaagta 


ttaaagacta 


2220 


ccacagaggc 


tatgattgag 


gtcaacatta 


acaagaattt 


agtgggctct 


gccatggctg 


2280 


ggagcatagg 


aggctacaac 


gcccatgcag 


caaacattgt 


caccgccatc 


tacattgcct 


2340 


gtggacagga 


tgcagcacag 


aatgttggta 


gttcaaactg 


tattacttta 


atggaagcaa 


2400 



25156216 



- 130- 



gtggtcccac 


aaatgaagat 


ttatatatca 


gctgcaccat 


gccatctata 


gagataggaa 


2460 


cggtgggtgg 


tgggaccaac 


ctactacctc 


agcaagcctg 


tttgcagatg 


ctaggtgttc 


2520 


aaggagcatg 


caaagataat 


cctggggaaa 


atgcccggca 


gcttgcccga 


attgtgtgtg 


2580 


ggaccgtaat 


ggctggggaa 


ttgtcactta 


tggcagcatt 


ggcagcagga 


catcttgtca 


2640 


aaagtcacat 


gattcacaac 


aggtcgaaga 


tcaatttaca 


agacctccaa 


ggagcttgca 


2700 


ccaagaagac 


agcctgaata 


gcccgacagt 


tctgaactgg 


aacatgggca 


ttgggttcta 


2760 


aaggactaac 


ataaaatctg 


tgaattaaaa 


aagctcaatg 


cattgtcttg 


tggaggatga 


2820 


ataaatgtga 


tcactgagac 


agccacttgg 


tttttggctc 


tttcagagag 


gtctcaggtt 


2880 


ctttccatgc 


agactcctca 


gatctgaaca 


cagtttagtg 


ctttacatgc 


tgtgctcttt 


2940 


gaagagattt 


caacaagaat 


attgtatgtt 


aaagcatcag 


agatggtaat 


ctacagctca 


3000 


cctctgaaag 


caaatataag 


ctgggaaaaa 


agttttgatg 


aaattcttga 


agttcatggt 


3060 


gatcagtgca 


attgaccttc 


tccctcactc 


ctgccagttg 


aaaatggatt 


tttaaattat 


3120 


actgtagctg 


atgaaactcc 


tgattttgta 


gttaatttat 


taagtctggg 


atgtagaact 


3180 


tcaagaagta 


agagctaagt 


tctaagttca 


tgtttgtaaa 


ttaatacttc 


atttggtgct 


324 0 


ggtctatttt 


gattttgggg 


ggtaatcagc 


attattcttc 


agaaggggac 


ctgttttctt 


3300 


caagggaaga 


aacactctta 


ttcccaaact 


acagaataat 


gtgttaaaca 


tgctaaatag 


3360 


ttctatcagg 


aaaacaaatc 


actgtattta 


tctccgcagg 


ctatttgttc 


agagaggcct 


3420 


tttgtttaaa 


tataaatgtt 


taaatataaa 


tgtttgtctg 


gattggctat 


aacatgtctt 


3480 


tcagcattag 


gcttttaaga 


aacacagggt 


tttgtattct 


ttactaaaga 


tatcagagct 


3540 


cttaatgttg 


cttagatgag 


ggtgactgtc 


aagtacaagc 


aagactggga 


ccttagaaat 


3600 


cattgtagaa 


acacagtttt 


gaaagatttt 


taccatgtct 


ctaagccaac 


tttaattgct 


3660 


taaaagacat 


ttttatttag 


ttgaaaaatc 


tagttttttt 


tgtaaactgt 


accaaatctg 


3720 


tatatgttgt 


aataaaactt 


atgctagttt 


attggaagtg 


ttcaagaaat 


aaaaatcaac 


37 8 0 


ttgtgtactg 


ataaaatact 


ctagcctggg 


ccagagaaga 


taatgttctt 


taatgttgtc 


384 0 


aggaaaccct 


ggcttgcttg 


ccgagcctaa 


tgaaagggaa 


agtcagcttt 


cagagccagt 


3900 


gaaggagcca 


cgtgaatggc 


cctagaactg 


tgcctagttc 


ctgtggccag 


gaggttggtg 


3960 


actgaaacat 


tcacacaggg 


ctcttggatg 


gacccacgaa 


cgctcttagc 


tttctcaggg 


4020 


ggtcagcaga 


gttattgaat 


cttaattttt 


tttaatgtac 


aagttttgta 


taaataataa 


4080 


agaactcctt 


attttgtatt 


acatctaatg 


cttaagtgtt 


gctcttggaa 


agctgatgat 


4140 


gtctcttgta 


gagatgactc 


tgaaaaacat 


tccaggaaac 


catggcagca 


tggagagcct 


4200 
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cttagtgatt 


gtgtctgcat 


tgttattgtg 


gaagatttac 


cttttctgtt 


gtacgtaaag 


4260 


cttaaattac 


ttttgttgtg 


actttttagc 


cagtgacttt 


ttctgagctt 


ttcatggaag 


4320 


tggcagtgaa 


aaatatgttg 


agtgttcaaa 


aaagtgactg 


taattaatat 


cttgctggat 


4380 


taatgttttg 


tacaattact 


aaattgtata 


cattttgtta 


tagaatactt 


ttttctagtt 


4440 


tcagtaaata 


atgaaaagga 


agttaatacc 


a 






4471 


<210> 88 
<211> 4768 
<212> DNA 

<213> Mesocricetus auratus 










<400> 88 
tgtatgtctt 


gtctttctcc 


taaggggcgt 


aggctcattg 


ataactcatg 


tcctcacctt 


60 


gcactccttt 


tggaattatt 


tggtttgagt 


gaagaagacc 


ggaccttcga 


ggttcgcaac 


120 


ttaaacaata 


gacttgtgag 


gatccaggga 


ccgagtggct 


acaatgttgt 


cacgactttt 


180 


ccgtatgcat 


ggcctctttg 


tggcctccca 


tccctgggaa 


gttattgtgg 


ggacggtgac 


240 


acttaccatc 


tgtatgatgt 


ccatgaacat 


gttcactggc 


aacaacaaga 


tctgtggttg 


300 


gaattacgag 


tgcccaaaat 


ttgaggagga 


tgtattgagc 


agtgacatca 


tcatcctcac 


360 


cataacacgg 


tgcatcgcca 


tcctgtacat 


ttacttccag 


ttccagaact 


tacgtcagct 


420 


tgggtcgaag 


tatattttag 


gtattgctgg 


cctgttcaca 


attttctcaa 


gttttgtctt 


■ 480 


tagtacagtc 


gtcattcact 


tcttagacaa 


agaactgacg 


ggcttaaatg 


aagctttgcc 


540 


ctttttcctg 


cttttgattg 


acctttctag 


agcgagtgca 


ctagcaaagt 


ttgccctaag 


600 


ttcaaactct 


caggatgaag 


taagggaaaa 


tatagctcgc 


ggaatggcaa 


ttctgggccc 


660 


cacattcacc 


cttgatgctc 


ttgtggaatg 


tcttgtaatt 


ggagttggca 


ccatgtcagg 


720 


ggtgcgtcag 


cttgaaatca 


tgtgctgctt 


tggctgcatg 


tctgtgcttg 


ccaactactt 


780 


cgtgttcatg 


acatttttcc 


cagcgtgtgt 


gtccctggtc 


cttgagcttt 


ctcgggaaag 


840 


tcgagagggt 


cgtccaattt 


ggcagcttag 


ccattttgcc 


cgagttttgg 


aagaagaaga 


900 


gaataaacca 


aaccctgtaa 


cccaaagggt 


caagatgatt 


atgtctttag 


gtttggttct 


960 


tgttcatgct 


cacagtcgat 


ggatagctga 


tccttcccct 


cagaatagca 


caacagaaca 


1020 


ttctaaagtc 


tccttgggac 


tggatgaaga 


tgtgtccaag 


agaattgaac 


caagtgtttc 


1080 


tctctggcag 


ttttatctct 


ccaagatgat 


cagcatggac 


attgaacaag 


tggttaccct 


1140 


gagcttagct 


tttctgttgg 


ctgtcaagta 


cattttcttt 


gaacaagcag 


agacagagtc 


1200 


cacactgtct 


ttaaaaaatc 


ctatcacgtc 


tcctgtcgtg 


accccaaaga 


aagctccaga 


1260 


caactgttgt 


agacgggagc 


ctctgcttgt 


gagaaggagc 


gagaagcttt 


catcggttga 


1320 
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ggaggagcct 


ggggtgagcc 


aagatagaaa 


agttgaggtt 


ataaaaccat 


tagtggtgga 


1380 


aactgagagt 


gcaagcagag 


ctacatttgt 


gcttggcgcc 


tctgggacca 


gccctccagt 


1440 


ggcagcgagg 


acacaggagc 


ttgaaattga 


actccccagt 


gagcctcggc 


ctaatgaaga 


1500 


atgtctgcag 


atactggaga 


gtgccgagaa 


aggtgcaaag 


ttccttagcg 


atgcagagat 


1560 


catccagttg 


gtcaatgcca 


agcacatccc 


agcctacaaa 


ttggaaacct 


taatggaaac 


1620 


tcatgaacgt 


ggtgtatcta 


ttcgccggca 


gctcctctcc 


acaaagcttc 


cagagccttc 


1680 


ttctctgcag 


tacctgcctt 


acagagatta 


taattattcc 


ctggtgatgg 


gagcttgctg 


1740 


tgagaatgtg 


atcggatata 


tgcccatccc 


tgtcggagta 


gcagggcctc 


tgtgcctgga 


1800 


tggtaaagag 


taccaggttc 


caatggcaac 


aacggaaggc 


tgtctggtgg 


ccagcaccaa 


1860 


cagaggctgc 


agggcaatag 


gtcttggtgg 


aggtgccagc 


agccgggtcc 


ttgcagatgg 


1920 


gatgacccgg 


ggcccagtgg 


tgcgtcttcc 


tcgtgcttgt 


gattctgcag 


aagtgaaggc 


1980 


ctggcttgaa 


acacccgaag 


ggtttgcggt 


gataaaggac 


gccttcgata 


gcactagcag 


2040 


atttgcacgt 


ctacagaagc 


ttcatgtgac 


catggcaggg 


cgcaacctgt 


acatccgttt 


2100 


ccagtccaag 


acaggggatg 


ccatggggat 


gaacatgatt 


tccaagggca 


ctgagaaagc 


2160 


acttctgaag 


cttcaggagt 


tctttcctga 


aatgcagatt 


ctggcagtta 


gtggtaacta 


2220 


ctgcactgac 


aagaaacctg 


ccgccataaa 


ctggatcgag 


ggaagaggaa 


agacagttgt 


2280 


gtgtgaagct 


gttattccag 


ccaaggtggt 


gagagaagta 


ttaaagacaa 


ctacggaagc 


2340 


tatgattgac 


gtaaacatta 


acaagaatct 


tgtgggttct 


gccatggctg 


ggagcatagg 


2400 


aggctacaat 


gcccatgcag 


caaacatcgt 


cactgctatc 


tacattgcat 


gtggccagga 


2460 


tgcagcacag 


aatgtgggga 


gttcaaactg 


tattacttta 


atggaagcaa 


gtggtcccac 


2520 


gaatgaagac 


ttgtatatca 


gctgcaccat 


gccatctata 


gagataggaa 


ctgtgggtgg 


2580 


tgggaccaac 


ctcctaccac 


agcaggcctg 


tctgcagatg 


ctaggtgttc 


aaggagcgtg 


2640 


caaagacaat 


cctggagaaa 


atgcacggca 


acttgcccga 


attgtgtgtg 


gtactgtaat 


2700 


ggctggggag 


ttgtccttga 


tggcagcatt 


ggcagcagga 


catcttgtta 


gaagtcacat 


2760 


ggttcataac 


agatcgaaga 


taaatttaca 


agatctgcaa 


ggaacgtgca 


ccaagaagtc 


2820 


agcttgagca 


gcctgacagt 


attgaactga 


aacacgggca 


ttgggttctc 


aaggactaac 


2880 


atgaaatctg 


tgaattaaaa 


atctcaatgc 


agtgtcttgt 


ggaagatgaa 


tgaacgtgat 


2940 


cagtgagacg 


cctgcttggt 


ttctggctct 


ttcagagacg 


tctgaggtcc 


tttgctcgga 


3000 


gactcctcag 


atctggaaac 


agtgtggtcc 


ttcccatgct 


gtattctgaa 


aagatctcat 


3060 


atggatgttg 


tgctctgagc 


accacagatg 


tgatctgcag 


ctcgtttctg 


aaatgatgga 


3120 


gttcatggtg 


atcagtgtga 


gactggcctc 


tcccagcagg 


ttaaaaatgg 


agttttaaat 


3180 
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tatactgtag 


ctgacagtac 


ttctgatttt 


atatttattt 


agtctgagtt 


gtagaacttt 


324 0 


gcaatctaag 


tttatttttt 


gtaacctaat 


aattcatttg 


gtgctggtct 


attgattttt 


o o r\ c\ 

3300 


gggggtaaac 


aatattattc 


ttcagaaggg 


gacctacttc 


ttcatgggaa 


gaattacttt 


3360 


tattctcaaa 


ctacagaaca 


atgtgctaag 


cagtgctaaa 


ttgttctcat 


gaagaaaaca 


3420 


gtcactgcat 


ttatctctgt 


aggccttttt 


tcagagaggc 


cttgtctaga 


tttttgccag 


3480 


ctaggctact 


gcatgtctta 


gtgtcaggcc 


ttaggaaagt 


gccacgctct 


gcactaaaga 


354 0 


tatcagagct 


cttggtgtta 


cttagacaag 


agtatgagca 


agtcggacct 


ctcagagtgt 


3600 


gggaacacag 


ttttgaaaga 


aaaaccattt 


ctctaagcca 


attttcttta 


aagacatttt 


3660 


aacttattta 


gctgagttct 


agatttttcg 


ggtaaactat 


caaatctgta 


tatgttgtaa 


3720 


taaagtgtct 


tatgctagga 


gtttattcaa 


agtgtttaag 


taataaaagg 


actcaaattt 


3780 


acactgataa 


aatactctag 


cttgggccag 


agaagacagt 


gctcattagc 


gttgtccagg 


384 0 


aaaccctgct 


tgcttgccaa 


gcctaatgaa 


gggaaagtca 


gctttcagag 


ccaatgatgg 


3900 


aggccacatg 


aatggccctg 


gagctgtgtg 


ccttgttctg 


tggccaggag 


cttggtgact 


3960 


gaatcattta 


cgggctcctt 


tgatggaccc 


ataaaagctc 


ttagcttcct 


cagggggtca 


4020 


gcagagttgt 


tgaatcttaa 


tttttttttt 


aatgtaccag 


ttttgtataa 


ataataataa 


4080 


agagctcctt 


attttgtatt 


ctatctaatg 


cttcgagttc 


agtcttggga 


agctgacatc 


414 0 


tcatgtagaa 


gatggactct 


gaaagacatt 


ccaagagtgc 


agcggcatca 


tgggagcctc 


4200 


ttagtgattg 


tgtgtcagta 


ttattgtgga 


agattgactt 


tgcttttgta 


tgtgaagttt 


4260 


cagattgctc 


ctcttgtgac 


tttttagcca 


gtaacatttt 


atttacctga 


gcttgtcatg 


4320 


gaagtggcag 


tgaaaagtat 


tgagtattca 


tgctggtgac 


tgtaaccaat 


gtcatcttgc 


4380 


taaaaactca 


tgttttgtac 


aattactaaa 


ttgtatacat 


tttgttatag 


aatacttttt 


4440 


ccagttgagt 


aaattatgaa 


aggaagttaa 


cattaacagg 


tgtaagcggt 


ggctttttta 


4500 


aaatgaagga 


ttaaccctaa 


gcccgagacc 


cagaagctag 


caaagtctgg 


cagagtggta 


4560 


aactgtcctg 


ctggggccat 


ccaatcatct 


ctctccatta 


cactttctaa 


ctttgcagca 


4620 


ttggtgctgg 


ccagtgtatt 


gtttcattga 


tcttccttac 


gcttagaggg 


tttgattggt 


4680 


tcagatctat 


aatctcagcc 


acattgtctt 


ggtatcagct 


ggagagagtt 


aagaggaagg 


4740 


gaaaataaag 


ttcagatagc 


caaaacac 








4768 



<210> 89 

<211> 2395 

<212> DNA 

<213> Human 
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<4 uu> o y 
aataagcatg 


tttaagctta 


tgcttagata 


agaaagtaga 


tgaagagagc 


aaatgaatgt 


60 


tcatctactg 


agttaagggt 


actgccagtc 


aggctgtgaa 


tattatgtta 


gctatggtat 


120 


tatgcactgt 


caggtgtggc 


tgtcaagtct 


tggaaagtta 


gtgcttccag 


tggagtctag 


180 


ttctattctg 


atgccattac 


agttgccctg 


tttttagttg 


atttagtaag 


aaattggtca 


240 


tgattttaag 


ggtgaatctt 


gttgtgtctc 


tccctggcta 


cagatgctag 


gtgttcaagg 


300 


agcatgcaaa 


gataatcctg 


gggaaaatgc 


ccggcagctt 


gcccgaattg 


tgtgtgggac 


360 


cgtaatggct 


ggggaattgt 


cacttatggc 


agcattggca 


gcaggacatc 


ttgtcaaaag 


420 


tcacatgatt 


cacaacaggt 


aagactcaaa 


gatatattta 


acatgttccc 


cctatacttc 


480 


aaaaaatatg 


cagtgtaaaa 


acttactatt 


catctactgt 


agttccaagt 


taaaattcta 


540 


cactcctgat 


atttatatat 


tgctactttg 


tcattttcta 


ccataggtcg 


aagatcaatt 


600 


tacaagacct 


ccaaggagct 


tgcaccaaga 


agacagcctg 


aatagcccga 


cagttctgaa 


660 


ctggaacatg 


ggcattgggt 


tctaaaggac 


taacataaaa 


tctgtgaatt 


aaaaaagctc 


720 


aatgcattgt 


cttgtggagg 


atgaataaat 


gtgatcactg 


agacagccac 


ttggtttttg 


780 


gctctttcag 


agaggtctca 


ggttctttcc 


atgcagactc 


ctcagatctg 


aacacagttt 


840 


agtgctttac 


atgctgtgct 


ctttgaagag 


atttcaacaa 


gaatattgta 


tgttaaagca 


900 


tcagagatgg 


taatctacag 


ctcacctctg 


aaagcaaata 


taagctggga 


aaaaagtttt 


960 


gatgaaattc 


ttgaagttca 


tggtgatcag 


tgcaattgac 


cttctccctc 


actcctgcca 


1020 


gttgaaaatg 


gatttttaaa 


ttatactgta 


gctgatgaaa 


ctcctgattt 


tgtagttaat 


1080 


ttattaagtc 


tgggatgtag 


aacttcaaga 


agtaagagct 


aagttctaag 


ttcatgtttg 


1140 


taaattaata 


cttcatttgg 


tgctggtcta 


ttttgatttt 


ggggggtaat 


cagcattatt 


1200 


cttcagaagg 


ggacctgttt 


tcttcaaggg 


aagaaacact 


cttattccca 


aactacagaa 


1260 


taatgtgtta 


aacatgctaa 


atagttctat 


caggaaaaca 


aatcactgta 


tttatctccg 


1320 


caggctattt 


gttcagagag 


gccttttgtt 


taaatataaa 


tgtttaaata 


taaatgtttg 


1380 


tctggattgg 


ctataacatg 


tctttcagca 


ttaggctttt 


aagaaacaca 


gggttttgta 


1440 


ttctttacta 


aagatatcag 


agctcttaat 


gttgcttaga 


tgagggtgac 


tgtcaagtac 


1500 


aagcaagact 


gggaccttag 


aaatcattgt 


agaaacacag 


ttttgaaaga 


tttttaccat 


1560 


gtctctaagc 


caactttaat 


tgcttaaaag 


acatttttat 


ttagttgaaa 


aatctagttt 


1620 


tttttgtaaa 


ctgtaccaaa 


tctgtatatg 


ttgtaataaa 


acttatgcta 


gtttattgga 


1680 


agtgttcaag 


aaataaaaat 


caacttgtgt 


actgataaaa 


tactctagcc 


tgggccagag 


1740 


aagataatgt 


tctttaatgt 


tgtcaggaaa 


ccctggcttg 


cttgccgagc 


ctaatgaaag 


1800 
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ggaaagtcag 


ctttcagagc 


cagtgaagga 


gccacgtgaa 


tggccctaga 


actgtgccta 


1860 


gttcctgtgg 


ccaggaggtt 


ggtgactgaa 


acattcacac 


agggctcttg 


gatggaccca 


1920 


cgaacgctct 


tagctttctc 


agggggtcag 


cagagttatt 


gaatcttaat 


tttttttaat 


1980 


gtacaagttt 


tgtataaata 


ataaagaact 


ccttattttg 


tattacatct 


aatgcttaag 


2040 


tgttgctctt 


ggaaagctga 


tgatgtctct 


tgtagagatg 


actctgaaaa 


acattccagg 


21,00 


aaaccatggc 


agcatggaga 


gcctcttagt 


gattgtgtct 


gcattgttat 


tgtggaagat 


2160 


ttaccttttc 


tgttgtacgt 


aaagcttaaa 


ttacttttgt 


tgtgactttt 


tagccagtga 


2220 


ctttttctga 


gcttttcatg 


gaagtggcag 


tgaaaaatat 


gttgagtgtt 


caaaaaagtg 


2280 


actgtaatta 


atatcttgct 


ggattaatgt 


tttgtacaat 


tactaaattg 


tatacatttt 


2340 


gttatagaat 


acttttttct 


agtttcagta 


aataatgaaa 


aggaagttaa 


tacca 


2395 


<210> 90 
<211> 898 
<212> DNA 
<213> Human 












<400> 90 
ttttaaataa 


agttaaatat 


atgggcagtg 


ttttccatca 


aagatgactg 


ttgtaccttg 


60 


cccatctgtc 


tgtgtgtatc 


atccatagga 


acaaacttta 


ctgatttttt 


ttaatttttt 


120 


ttatttttta 


atggaggaca 


gggcttaaat 


ggggccacat 


ctaaactttg 


ttttctggag 


180 


gttcagaaag 


atagatttgg 


gtaacattcc 


cctgaacctt 


ctggaggaac 


atctaaatgt 


240 


acacagctct 


gttttgtagg 


tattaaagac 


taccacagag 


gctatgattg 


aggtcaacat 


300 


taacaagaat 


ttagtgggct 


ctgccatggc 


tgggagcata 


ggaggctaca 


acgcccatgc 


360 


agcaaacatt 


gtcaccgcca 


tctacattgc 


ctgtggacag 


gtgagctctc 


cagcctccac 


420 


ttctcttgtg 


ttacgtcttt 


ctaagtgaaa 


gaagtatatt 


gtatattttt 


tcttttcttg 


480 


tttccaggat 


gcagcacaga 


atgttggtag 


ttcaaactgt 


attactttaa 


tggaagcaag 


540 


tggtcccaca 


aatgaagatt 


tatatatcag 


ctgcaccatg 


ccatctatag 


agataggaac 


600 


ggtgggtggt 


gggaccaacc 


tactacctca 


gcaagcctgt 


ttgcaggtat 


gatgtatcag 


660 


gcatagagtc 


cacaagccta 


gttctgactc 


tctgggtttc 


tctttctatc 


tgagactatg 


720 


tatcactcac 


ctctatttta 


attggtcttt 


tccaaactct 


tttgtcatat 


cagcctaatc 


780 


cattgtgtcc 


aaataagcat 


gtttaagctt 


atgcttagat 


aagaaagtag 


atgaagagag 


840 


caaatgaatg 


ttcatctact 


gagttaaggg 


tactgccagt 


ccaggctgtg 


aatattat 


898 



<210> 91 
<211> 666 
<212> DNA 
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<213> Human 
<400> 91 



ttttatctac 


atctttttca 


acaatgacta 


caaagaactt 


ggttttcata 


ccgagaaaga 


60 


aacacattag 


gaatttatac 


ctgaccaaga 


aagtaattgt 


gatggttaac 


aaaacagctg 


120 


ttacttttgt 


gctcagtttc 


tttgaagtat 


agttattata 


cttagaaata 


tatcatagat 


180 


acaaattctt 


ctcataagga 


tgaaggatga 


atatttcatg 


cagtttaata 


tgtgtgtgtt 


240 


ttgggttctt 


gttaacaggg 


tacagagaaa 


gcactttcaa 


aacttcacga 


gtatttccct 


300 


gaaatgcaga 


ttctagccgt 


tagtggtaac 


tattgtactg 


acaagaaacc 


tgctgctata 


360 


aattggatag 


agggaagagg 


aaaatctgtt 


gtttgtgaag 


ctgtcattcc 


agccaaggtt 


420 


gtcagagaag 


tgagtgactg 


gatggataat 


ttatcttttt 


tattttgtaa 


tctttaattg 


480 


tatttaaaaa 


tgggggaaag 


gagtattaac 


attttaaata 


aagttaaata 


tatgggacag 


540 


tgttttccat 


caaagatgac 


tgttgtacct 


tgcccatctg 


tctgtgtgta 


tcatccatag 


600 


gaacaaactt 


tactgatttt 


ttttaatttt 


ttttattttt 


taatggagga 


cagggcttaa 


660 


atgggg 












666 



<210> 92 

<211> 862 

<212> DNA 

<213> Human 

<220> 

<221> misc_f eature 

<222> (1) . . (862) 

<223> n equals unknown 



<400> 92 
tttgttttta 


tgtgacctgt 


gtaagtttat 


taagaaataa 


ttgtgctggg 


cgcagtggct 


60 


cacgcctgta 


atcccaacac 


tttggggagg 


ccaacgcggg 


cagatcactt 


gaggccagga 


120 


gttcgagacc 


agcctggcca 


gcatggcgaa 


accctgtctc 


tactcaaaat 


acaaaaattg 


180 


gctgggcatg 


gtggcccgcg 


cctgtaatcc 


cagctactcg 


ggaggctgag 


gctggagaat 


240 


ttcttgaacc 


cgggaggtgg 


atgttgcagt 


gagccaagat 


caagccactg 


cactccagcc 


300 


tgggccacag 


agtgagactc 


cgtctcaaaa 


aaaaacaaaa 


aacaaagaaa 


taataataat 


360 


aaaagaataa 


aacacagtct 


ttgcatcttt 


tatttataga 


tttgcacgtc 


tacagaaact 


420 


tcatacaagt 


atagctggac 


gcaaccttta 


tatccgtttc 


cagtccaggt 


caggggatgc 


480 


catggggatg 


aacatgattt 


caaaggtaag 


tgtaggcaga 


ntatctgaaa 


gtacttttat 


540 


taaaatgaaa 


gtacttttat 


aaaaaacaaa 


tcaggcattt 


gttgattggt 


attccttaca 


600 


tttgatagat 


ttaatttaga 


cttggcatta 


cacatatcct 


gagtttactt 


aggactggga 


660 
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acaatcttag tattgacatt 



tcaaaacttt atccagtcaa gagaccacct 



ttgaagctga 



720 



cctcttcaag atttgtcttt 



aagaacacca atataatttc agtactttgg 



gaggccaagg 



780 



caagaagatt gcttggggtc 



tggagtttaa gaccagcctg gcaacacagt 



gagatgctat 



840 



ctctacaaac aataaaaaaa 



aa 



862 



<210> 93 

<211> 954 

<212> DNA 

<213> Human 

<400> 93 

tatcctaatt ttttattctg ccttatgatg taggtcatag aaattaaaaa tatatttcct 60 



gcttttatag 


tcattactca 


aagattttag 


tattttaaac 


actttttaaa 


ggtgaattaa 


120 


acattttgtt 


taaaaagaat 


acatactaaa 


ggattaagtt 


tgaagatagt 


tatactgaca 


180 


agctgagata 


aaattttgtg 


catttactat 


atagattttc 


atttggtgcc 


tgactttacc 


240 


ttttaggtga 


tgggagcttg 


ttgtgagaat 


gttattggat 


atatgcccat 


ccctgttgga 


300 


gtggcaggac 


ccctttgctt 


agatgaaaaa 


gaatttcagg 


ttccaatggc 


aacaacagaa 


360 


ggttgtcttg 


tggccagcac 


caatagaggc 


tgcagagcaa 


taggtgtaag 


ttggcattta 


420 


tatatttgcc 


agtttaaaaa 


tacatcataa 


gtaaggcaat 


gagaagagtt 


ttaaggacaa 


480 


ttagtgatac 


cttttgggtc 


aagcatgagc 


atttttgggt 


aacatgtgct 


tgcttctcta 


540 


acatatactg 


tgtagcttgg 


tggaggtgcc 


agcagccgag 


tccttgcaga 


tgggatgact 


600 


cgtggcccag 


ttgtgcgtct 


tccacgtgct 


tgtgactctg 


cagaagtgaa 


agcctggctc 


660 


gaaacatctg 


aagggttcgc 


agtgataaag 


gaggcatttg 


acagcactag 


caggtgtgtg 


720 


agtggatttg 


tatgtacagt 


tatatctatt 


tgtttatttt 


agaaccagtg 


tcattttctg 


780 


tgattaccaa 


acataattgt 


taacatatta 


cctgctaaag 


agcacataac 


agaatatcaa 


840 


ctttaaagcc 


attcatttaa 


aatgagtaat 


atttatgctt 


ggttgggggg 


aaaaaaagaa 


900 


tgttgattca 


aatgaatagc 


tccacagagg 


taaattagta 


agaaaaaaaa 


aaaa 


954 



<210> 94 

<211> 688 

<212> DNA 

<213> Human 

<220> 

<221> misc_f eature 

<222> (1) . . (688) 

<223> n equals unknown 

<400> 94 
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attagtgcaa gcctgtcttt gtattgtaaa atctaatgat acggtattta tattattttt 
gtttggcatt ttttgcatta aatgaattat tttgcagagg tatcttttaa ttaaaaacta 
cagtgattta atttaaaaat tacattattt tagcttagca ttgtttgtat taaatggttt 
ataacatgaa atacagtcct tcaagtcttc tgtttcatct ctctctctga ccacaatttc 
attttttttc tccatttctt tagaaaggtg caaaattcct tagtgatgct gagatcatcc 
agttagtcaa tgctaagcat atcccagcct acaagttgga aactctgatg gaaactcatg 
agcgtggtgt atctattcgc cgacagttac tttccaagaa gctttcagaa ccttcttctc 
tccagtacct accttacagg gattataatt actccttggt atgttatttt ctcgattaag 
agagatttgc tttgtatgtt tttaatcttt tttcttgatt agtttcatat atgtacatag 
ttttataaaa cattttcctt ttaaatcatt ttatcctaat tttttattct gcttatgatg 
nagggcataa gaaattaaaa atatatttcc tgcttttata gtcattactc aaagatttta 
agtattttaa acacttttta aaggtgaa 

<210> 95 

<211> 1455 

<212> DNA 

<213> Human 

<220> 

<221> misc_f eature 

<222> (1) . . (1455) 

<223> n equals unknown 



<400> 95 
tttttttctt 


aatgtgttca 


tttctttgag 


gctcctggtc 


tttattagcc 


cctctctcct 


60 


aaacagactt 


tttaagttcc 


cccnccttat 


ctctcgttga 


aagcctgttc 


tttggggtgt 


120 


tttcagtagt 


tcagtggggt 


cnctacttta 


gttagttgca 


tagcaagctt 


ggggcttttt 


180 


ttttttcatg 


gtaaggggaa 


gctatgagag 


ataatgtctg 


gctgtccagt 


tgctagggat 


240 


aagaaattta 


agttctattg 


atatgcagag 


gatacattac 


tttaaaaatt 


ttatttcagt 


300 


ctctaggctt 


ggttcttgtt 


catgctcaca 


gtcgctggat 


agctgatcct 


tctcctcaaa 


360 


acagtacagc 


agatacttct 


aaggtttcat 


taggactgga 


tgaaaatgtg 


tccaagagaa 


420 


ttgaaccaag 


tgtttccctc 


tggcagtttt 


atctctctaa 


gtaagttaat 


tgaaatctac 


480 


tttgtgatat 


attaatcata 


acactctatg 


ctaatgtaag 


tttagattgt 


gtcctttaca 


540 


tttctgaata 


agattttaat 


ttgctttctt 


ttatttagaa 


tgatcagcat 


ggatattgaa 


600 


caagttatta 


ccctaagttt 


agctctcctt 


ctggctgtca 


agtacatctt 


ctttgaacaa 


660 


acagagacag 


aatctacact 


ctcattaaaa 


aaccctatca 


catctcctgt 


agtgacacaa 


720 
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60 
120 
180 
240 
300 
360 
420 
480 
540 
600 
660 
688 



aagaaagtcc 


cagacaattg 


ttgtagacgt 


gaacctatgc 


tggtcagaaa 


taaccagaaa 


780 


tgtgattcag 


tagaggaaga 


gacagggata 


aaccgagaaa 


gaaaaggtaa 


cttgttattc 


840 


tcttcgcttt 


caatccttca 


ttgctttgtc 


aaaaagtagt 


ctgttttcaa 


aattatgtgc 


900 


cgtgttgtga 


gatttctttt 


gatttcttga 


acagttgagg 


ttataaaacc 


cttagtggct 


960 


gaaacagata 


ccccaaacag 


agctacattt 


gtggttggta 


actcctcctt 


actcgatact 


1020 


tcatcagtac 


tggtgacaca 


ggaacctgaa 


attgaacttc 


ccagggaacc 


tcggcctaat 


1080 


gaagaatgtc 


tacagatact 


tgggaatgca 


gaggtgagga 


tgataacata 


aactccaatg 


1140 


tggcattttt 


cattacaaag 


gagctttttc 


aaggaagaaa 


aatctagtat 


ctgctgaaca 


1200 


ctacagctaa 


gttctgggca 


cggtgtaaca 


tgactaacag 


atactatctt 


ctttctttat 


1260 


ttcacacaac 


cttgagaggt 


aggtacaatt 


atctattttt 


cagatgagaa 


cattgaggct 


1320 


ccaatatgtt 


taatttccca 


aagtagtacc 


tctaggaaat 


gataaagctg 


atagcagggt 


1380 


ccaaagattt 


tctgactcca 


gagtcaaaac 


tctttctagt 


ttattactgn 


ttatcataga 


1440 


gatgagtgac 


tactg 










1455 



<210> 96 

<211> 1031 

<212> DNA 

<213> Human 

<220> 

<221> misc_f eature 

<222> (1) . . (1031) 

<223> n equals unknown 

<400> 96 

ggggttttgc tctgttagag tagcctgtcc tctccttatt taataataag gcactactgc 60 

ttgacaaaaa ggaattggaa acacatatgt tttatcaatt gtgtattaaa cactaccatt 120 

ctgcctggca ttgtgatatg gggacatgag agaaggcaag agctttgctc ttgagggact 180 

tagagttctg ttgttattcc tgctgtttcc taaggcttgg catcacctct aagttgctaa 240 

ttctatttcc agtaagtggc aaggagctta atgtactaat attttcatgt tttgtccacc 300 

tgcaggaaga caaatatatc cttgtgatat atgcagcata aaaaataacg tagacttnac 360 

tagttgtatc tttaattttt ctctaaccag gggtacgtca gcttgaaatt atgtgctgct 420 

ttggctgcat gtcagttctt gccaactact tcgtgttcat gactttcttc ccagcttgtg 480 

tgtccttggt attagaggta agaccaattc ttacatatgg cactagtaga agagtaagat 540 

ttctgcttac acagtttacc taaacagaat caataccttc taatgtcaca ctgacttaat 600 

ttgtagcttt ctcgggaaag ccgcgagggt cgtccaattt ggcagctcag ccattttgcc 660 
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cgagttttag 


aagaagaaga 


aaataagccg 


aatcctgtaa 


ctcagagggt 


caagatgatt 


720 


atggtaatga 


catggttttc 


ttcttctttt 


agtatcctca 


gttccaatct 


cattattttt 


780 


aagatttctt 


tttttctaca 


attttggccc 


attcaatgat 


attgcacccc 


cttcttcctt 


840 


tttttcttaa 


tgtgttcatt 


tctttgaggc 


tcctggtctt 


tattagcccc 


tctctcctaa 


900 


acagactttt 


taagttcccc 


caccttatct 


ctcgttgaaa 


gcctgttctt 


tggggtgttt 


960 


tcagtagttc 


agtggggtca 


ctactttagt 


tagttgcata 


gcaagcttgg 


ggcttttttt 


1020 


ttttcatggt 


a 










1031 


<210> 97 
<211> 610 
<212> DNA 
<213> Human 






♦ 






<400> 97 
acaccattgc 


acattgcact 


ccagcctggg 


aaacaaagtg 


agactacatc 


tcaaaaaaaa 


60 


attttttaaa 


atcctttata 


ttacaatcat 


actttgtatc 


ttgaatacct 


gttagtttta 


120 


tcatattgta 


tattttactc 


tttgaatagt 


aatttgatat 


taatataagc 


cataggatgc 


180 


tctaacattt 


aaaaaagttg 


ttctgtccct 


tgccttcatt 


gatatgtttg 


atctgtttta 


240 


ggatgaagta 


agggaaaata 


ttgctcgtgg 


aatggcaatt 


ttaggtccta 


cgtttaccct 


300 


cgatgctctt 


gttgaatgtc 


ttgtgattgg 


agttggtacc 


atgtcaggtt 


tgtaagcaat 


360 


ttttgccata 


ttttaaaata 


ggtatgtccg 


ctaaagagga 


aaaagaacat 


cttggatttg 


420 


tattatttat 


tgttaaattc 


tgacttttaa 


attactctta 


aaatttttta 


ttatattagt 


480 


gtgtgggtat 


atctggcctg 


tttgctttgg 


tggaaactta 


gcagcaggtt 


actgatttat 


540 


ttttcactcc 


tgccatcctc 


tctttgtgtt 


ccactttgtg 


atatttttat 


tcatttgatt 


600 


tcttttgttt 












610 


<210> 98 
<211> 888 
<212> DNA 
<213> Human 












<220> 

<221> misc feature 

<222> (1) . . (888) 

<223> n equals unknown 










<400> 98 
tttaagagct 


ttttagtgct 


attattgcca 


atttagttta 


cagaaagttt 


gtttagttta 


60 


tccttccaca 


ggtagtgatc 


aatgaaaatt 


tttatatatt 


ccactttttt 


tccctaatgg 


120 


taatccaagg 


agatattttt 


tactaaggat 


gatactttga 


tacaaaatta 


tcaaaaggtg 


180 
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tttaaatgta 


aatatactta 


cattttaaca 


ttaaaaatat 


ttttaacaaa 


tattttgagc 


O A f\ 


aactactatg 


tttagctttg 


aggatgccaa 


agaaatatag 


ggtatacttt 


tttgtctgca 


o n n 

300 


gaaaggtaca 


catactacag 


gatcatacag 


tatggagggg 


gaaaggtttt 


gttctaaaaa 


o c c\ 
360 


gaattttttt 


aaaatcatac 


tttttcccgt 


taaatttatc 


tgatcatttt 


gttcttttcc 


420 


agtgaagctt 


tgcccttttt 


cctacttttg 


attgaccttt 


ccagagcaag 


cacattagca 


480 


aagtttgccc 


tcagttccaa 


ctcacaggta 


agtattattt 


ataagatagg 


aatgtgaata 


540 


gtattccttt 


tttcagttta 


cattaatagg 


aaggattaat 


agcgtttctt 


catagcacaa 


600 


gatttaagaa 


ttgcccaaag 


ttttaagttt 


aattctcaag 


tcccaagact 


ggtctccata 


660 


agtgccccag 


gaacagtccc 


ctgtatctaa 


caactcaatt 


atgattctgt 


agctactgga 


720 


atttggaatt 


gcccccattt 


ttctttttga 


aagttttcag 


aacttatggn 


aataataatt 


780 


tttgggtaaa 


taagagtatt 


ttcctagtga 


aacacatcag 


agagcagaac 


aagatctaat 


840 


ggaagagaaa 


cccagggtag 


attgattgat 


tgattgattt 


gagatgta 




888 


<210> 99 
<211> 1162 
<212> DNA 
<213> Human 












<220> 

<221> misc feature 
<222> (1) . . (1162) 
<223> n equals unknown 










<400> 99 
aaaaaaaatt 


aaaaaattag 


ctgggtgtgg 


tagcatgtac 


ctgtagtcct 


gctactcggg 


60 


aggccatggc 


aggaggatcc 


cttgaacctg 


gaggttgagg 


ctgcagtgaa 


ctgtgattgc 


120 


nccnctgtac 


tntagcctgg 


gtaacagcat 


gttaccctgt 


ntcaaaaaaa 


aaaaaattgt 


180 


ggtgatgtat 


tggcttacca 


cagtggtttg 


attaaaagtt 


ggatttaatt 


tttgatttgt 


2 4 0 


aggtttgata 


tttttattgg 


acttgtattg 


tgcttacatt 


tatgttctca 


tgactatata 


300 


aatgaattac 


acatgcaaaa 


taaaaattct 


tagttttgat 


tacttatttt 


aaaagtcaaa 


360 


gctaatggaa 


tttccttttc 


tttctctcct 


attaggatgt 


tttgagcagt 


gacattataa 


A O C\ 

420 


ttctgacaat 


aacacgatgc 


atagccatcc 


tgtatattta 


cttccagttc 


cagaatttac 


4 80 


gtcaacttgg 


atcaaaatat 


attttgggta 


ataagtttta 


catatttaac 


ttctggtgtc 


540 


atcagatttt 


tgatttgctg 


tggaaataaa 


cctgttcatt 


caaatcatgt 


atttggaaat 


600 


atgtgtattg 


ctgaaagtgt 


gctgcatgca 


ttgaatagtt 


tccttattat 


tggcaattag 


660 


acattctgaa 


atttgagacc 


ttaataattt 


ggagtaaact 


agtattatct 


cagaatgctg 


720 
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tgtgacactg 


ttattatttg 


tgtagtaaag 


gataaagttt 


ttttagtatt 


gaacttttgc 


780 


attttaggta 


ttgctggcct 


tttcacaatt 


ttctcaagtt 


ttgtattcag 


tacagttgtc 


840 


attcacttct 


tagacaaaga 


attgacaggc 


ttgaagtaag 


tatttaaaac 


ctaaatatac 


900 


tttctgtcaa 


aatacatttt 


aaaaaacttt 


tcttccccat 


gctgtaaagg 


tacattttca 


960 


aaagttaaga 


aaataagggg 


aaattttttt 


gtataatttt 


actattagct 


aattttaata 


1020 


actattaaca 


ttttggcata 


tatccttttc 


tactgttttt 


atacttaaag 


aaaatatctg 


1080 


atatcatata 


tattgtttta 


taatttcttt 


atgcttaata 


atagtttatc 


aacatctttc 


1140 


catgtccctt 


tttttttttt 


tt 








1162 



<210> 100 

<211> 692 

<212> DNA 

<213> Human 

<220> 

<221> misc_f eature 

<222> (1) . . (692) 

<223> n equals unknown 

<400> 100 



ttaaaatctt 


ttcctaaaaa 


tacaatgagc 


tgtatactaa 


gtgttcaccc 


ttgatattcc 


60 


ttccaggatc 


caaggattct 


gtagctacaa 


tgttgtcaag 


actttttcga 


atgcatggcc 


120 


tctttgtggc 


ctcccatccc 


tgggaagtca 


tagtggggac 


agtgacactg 


accatctgca 


180 


tgatgtccat 


gaacatgttt 


actggtaaca 


ataagatctg 


tggttggaat 


tatgaatgtc 


240 


caaagtttga 


agaggttagt 


gaagttaatt 


tgatactgac 


taaagtaaat 


tacattttca 


300 


atttttgaag 


agcccttaag 


cccctatagg 


gagcacataa 


tttttaaaag 


ttagagtaaa 


360 


atatttattt 


tagtattttg 


gaacttacct 


caaatttctg 


cttacatgga 


atgcactgga 


420 


aatgctctta 


ttttgctttg 


tctttacaaa 


tgaatgtaat 


tgactttatt 


tgagaaatac 


480 


atcttttata 


agtgactaat 


agtcaaaaat 


gattgtgggc 


cgggtatagt 


gactcatgcc 


540 


tgtaatccca 


gcactttggg 


aggccaaagc 


aggagaattg 


tttgagccta 


ggagttcaag 


600 


accagcctgg 


gcaacctgga 


caacatagta 


agacccagtc 


tttaaaaaaa 


aattaaaggc 


660 


cgggcacggn 


ggctcatgct 


gtaatcccac 


ac 






692 



<210> 101 

<211> 2694 

<212> DNA 

<213> Streptococcus pneumoniae 

<400> 101 
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gagcttataa 


agctacttat 


atcggtgaac 


tctctagcaa 


ctaatcattc 


tttaaaatga 


60 


tgaccaataa 


gaggcttgat 


ttggtgaatc 


aagtcttttt 


tctctctttt 


actgccattt 


120 


gtgataaaat 


agtatagaac 


gattttttac 


atgaatgata 


aaacagaggt 


aaatatgaca 


180 


atcggtattg 


ataagattgg 


ttttgcgacc 


agtcaatatg 


tcttgaaatt 


acaagactta 


240 


gcagaagcga 


ggggaattga 


ccctgaaaaa 


ttaagtaaag 


gactcttact 


caaggaattg 


300 


agtattgcgc 


ccctaactga 


ggacatcgtg 


accttggcgg 


ccagtgctag 


tgactctatt 


360 


ttaactgagc 


aagaaagaca 


agaagttgac 


atggtcattg 


tggctaccga 


gtcaggaatt 


420 


gaccagagta 


aggctgcggc 


cgtctttgtg 


catggcttgc 


tgggcatcca 


gccctttgct 


480 


cgtagtttcg 


agattaaaga 


agcctgctac 


ggagcgactg 


ctgccctcca 


ttatgccaaa 


540 


ttgcatgtgg 


aaaattctcc 


ggagtccaag 


gtcttggtca 


ttgccagtga 


tattgccaaa 


600 


tacggtattg 


aaactccagg 


agaaccaact 


caaggtgctg 


gaagtgtagc 


tatgttgatt 


660 


acacaaaatc 


cacgcatgat 


ggcctttaat 


aatgacaatg 


tagctcagac 


ccgtgacatc 


720 


atggatttct 


ggcgaccaaa 


ttactcgaca 


actccctatg 


taaatggtgt 


ctattctacc 


780 


caacaatact 


tggatagttt 


gaaaacgact 


tggcttgaat 


atcaaaaacg 


ctaccagctt 


840 


actttggatg 


attttgcggc 


tgtttgtttc 


cacttgcctt 


atcctaaatt 


agcgctaaaa 


900 


ggcttgaaaa 


aaatcatgga 


taagaacttg 


cctcaagaga 


aaaaagacct 


cttgcaaaag 


960 


cattttgacc 


agtctattct 


ctacagtcaa 


aaggtgggga 


atatctacac 


aggttcactt 


1020 


ttccttggac 


ttttgtctct 


cttggaaaat 


acagatagct 


tgaaagctgg 


ggataaaatc 


1080 


gccctttata 


gttacggaag 


tggagctgtg 


gctgagttct 


tcagtggtga 


attggttgaa 


1140 


ggatatgaag 


cttatttgga 


taaagaccgt 


ttgaacaagc 


tcaaccaacg 


aactgcccta 


1200 


tccgttgcag 


actatgaaaa 


ggtctttttt 


gaggaagtaa 


acttggatga 


aactaactct 


1260 


gcccagtttg 


ctggctatga 


aaatcaagat 


tttgccttgg 


ttgaaattct 


cgaccaccaa 


1320 


cgccgttata 


gcaaggttga 


aaaataatga 


agataagttg 


gaatggattt 


tctaaaaaat 


1380 


cataccaaga 


gcgcctcgag 


ctgttaaaag 


ctcaggcgct 


ccttagtcct 


gagagacaag 


1440 


ctagtctgga 


gaaggatgaa 


cagatgagcg 


tgactgtggc 


agaccagctg 


agtgagaatg 


1500 


tagtgggaac 


tttttctctg 


ccttattcac 


tggttccgga 


ggtacttgtc 


aacggtcagg 


1560 


gatacaccgt 


tccctatgtg 


acagaagaac 


cttctgtggt 


tgcggcggcc 


agctatgcca 


1620 


gcaaaatcat 


caagcgtgca 


ggtggtttta 


ctgcacaagt 


ccatcagcga 


cagatgattg 


1680 


ggcaggtagc 


cctttatcaa 


gttgctaatc 


ctaaactagc 


gcaagagaag 


attgccagca 


1740 


agaaagcgga 


gctcttggag 


cttgccaatc 


aagcctatcc 


ttctatcgtt 


aaacgtggag 


1800 


gtggggcgcg 


tgatctgcat 


gtcgagcaga 


taaaaggcga 


accagacttt 


ctcgttgttt 


1860 
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atattcatgt 


cgatacccag 


gaagccatgg 


gtgccaatat 


gctcaacacc 


atgctggaag 


i go n 


ccttgaaacc 


agtcttagaa 


gaactcagtc 


agggacagag 


tctcatggga 


atcctgtcca 


lyou 


actacgcgac 


cgattctctg 


gtgactgcaa 


gctgtcgcat 


cgcctttcgc 


tacttgagcc 


o r\ a f\ 
<dUH U 


gccaaaagga 


tcaaggacga 


gagattgcgg 


agaaaa ttgc 


gttggctagt 


cagtttgcgc 




aggctgatcc 


ttaccgagct 


gctactcata 


ataaaggaat 


ttttaatggt 


attgatgcga 


2160 


ttttgattgc 


cactggaaat 


gactggcgtg 


ccatcgaagc 


tggggcccat 


gcctttgcca 


o o o r\ 

2220 


gtcgagatgg 


acgctatcaa 


ggtcttagct 


gctggacgct 


ggaccttgaa 


agagaagaat 


2280 


tggtcggtga 


gatgaccctg 


cccatgcctg 


tagcgactaa 


gggtggctct 


atcggcctca 


234 0 


acccacgtgt 


agctctcagt 


catgatctac 


taggaaatcc 


ttctgccaga 


gaattagccc 


2400 


agattatcgt 


gtccatcggt 


cttgctcaaa 


attttgcagc 


cctcaaagcc 


ttggtaagta 


24 60 


cgggcatcca 


gcaaggccac 


atgaaactac 


aggccaaatc 


cctagctctc 


ctagctgggg 


2520 


ctagtgaatc 


tgaagttgct 


cccctagtag 


agcgcctcat 


ctcagataaa 


acctttaacc 


2580 


tagagacagc 


ccagcgctat 


ctcgaaaatt 


taagatcata 


aaaactcaga 


cgaatcggtc 


2640 


tgagttttct 


tgtgtttaaa 


tactttttcc 


tggtaatagc 


gtaactggta 


agaa 


2694 



<210> 102 

<211> 2799 

<212> DNA 

<213> Streptococcus pyogenes 

<400> 102 



atccttcgtt 


tataattttt 


tgaatattag 


ctttaaaaat 


ctggtcagct 


tttgtcatct 


60 


ctaataacct 


ttctgtaagc 


atacttcata 


ctattctaac 


taattttacc 


aaaaaatacc 


120 


agaataaata 


aacattcgaa 


aaacttcatg 


tggtcatgaa 


cattttaact 


attaaaggat 


180 


aaaacaaata 


actttatcag 


tctaattttg 


cagtaaaatg 


tgataaaatg 


ggtaagacta 


240 


taaaaataac 


taaaagaagg 


acaaatatga 


caattggaat 


tgataagatt 


ggttttgcaa 


300 


ccagtcaata 


tgtcttgaaa 


ttggaagatt 


tagcgcttgc 


acgccaagtg 


gatccagcaa 


360 


aatttagtca 


agggctactc 


attgaatctt 


ttagtgtggc 


accaatcact 


gaagacatta 


420 


ttactttagc 


tgcttctgca 


gcagatcaaa 


tcttaaccga 


cgaagatcga 


gctaagattg 


480 


atatggttat 


tttggcaact 


gaatcgagta 


ctgatcagtc 


aaaggcatca 


gctatctatg 


540 


tacatcactt 


agttggtatc 


cagccttttg 


cacgttcctt 


tgaagtaaaa 


caagcctgct 


600 


atagcgcaac 


tgctgctcta 


gactatgcta 


aactgcatgt 


ggcttctaag 


ccagattctc 


660 


gtgtccttgt 


tattgctagt 


gatattgcta 


gatacggtgt 


aggatctcct 


ggcgaatcaa 


720 


ctcaaggatc 


tggtagtatt 


gctcttttgg 


taactgctga 


ccctcgtatt 


cttgctctaa 


780 
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atgaagataa 


tgtggctcaa 


actagggata 


ttatggactt 


ttggaggcct 


aactatagtt 


84 0 


tcacacctta 


tgttgatggt 


atttactcta 


ccaagcaata 


tctcaattgc 


ttagaaacca 


900 


cgtggcaagc 


ttatcagaaa 


agagaaaacc 


ttcagttatc 


tgattttgct 


gcagtttgtt 


960 


tccatattcc 


atttcccaag 


ttagccctaa 


aaggtctaaa 


taacattatg 


gataacacag 


1020 


tacctcctga 


acacagggaa 


aaactaatag 


aagcctttca 


agcttctatt 


acttatagca 


1080 


aacaaattgg 


aaatatttat 


actggctcac 


tttatctagg 


attgttatct 


ttacttgaaa 


1140 


atagtaaagt 


attacaatct 


ggagataaaa 


ttggtttttt 


tagctatggt 


tccggtgccg 


1200 


taagtgaatt 


ttattccggt 


cagttagttg 


ctgggtacga 


taaaatgtta 


atgactaatc 


1260 


gacaagcttt 


actagatcaa 


cgaacacgtc 


tttccgtttc 


taaatacgaa 


gaccttttct 


1320 


acgaacaagt 


ccaattagat 


gataatggta 


atgccaattt 


tgacatttac 


ttaactggaa 


1380 


aatttgctct 


aacagccatc 


aaggagcatc 


aaaggatcta 


tcataccaat 


gacaaaaact 


1440 


aatcttaact 


ggagcggttt 


ttcaaagaaa 


acattcgaag 


aacgcctcca 


acttatcgaa 


1500 


aaatttaaac 


tacttaatgc 


tgaaaactta 


aatcaactca 


aaacagacgt 


tcttttgcct 


1560 


atccaaacag 


ctaatcaaat 


gactgaaaat 


gtcttaggac 


gattggcttt 


gccctttagc 


1620 


atagctcctg 


attttcttgt 


caacggttca 


acttatcaga 


tgccttttgt 


cacggaagaa 


1680 


ccttctgttg 


ttgctgcagc 


atctttcgca 


gcaaaactaa 


tcaaacgctc 


aggtggtttt 


1740 


aaagctcaaa 


ccctaaaccg 


acaaatgatt 


ggtcaaattg 


ttctttacga 


tatcgaccaa 


1800 


atagataacg 


ctaaagccgc 


catccttcat 


aaaacaaaaa 


agctaattgc 


attggcaaat 


1860 


aaagcttatc 


cttccattgt 


taaaagaggt 


ggaggcgcta 


gaaccattca 


tttggaagaa 


1920 


aaaggagaat 


ttttgatttt 


ctatctgact 


gttgataccc 


aagaagctat 


gggagcaaat 


1980 


atggtcaata 


ctatgatgga 


agctcttgtt 


cctgatttaa 


caagactgtc 


taaggggcat 


2040 


tgtctaatgg 


cgattttatc 


taattacgca 


acagagtcgc 


ttgttactac 


tagttgtgag 


2100 


attcccgtgc 


gccttttaga 


tcgcgataaa 


acaaaatccc 


tacagttagc 


tcaaaaaata 


2160 


gagctagcca 


gccgactagc 


tcaagtagat 


ccttaccggg 


ctactactca 


taataaaggt 


2220 


atttttaatg 


gtattgatgc 


agtggtaata 


gccacaggaa 


atgactggcg 


tgctattgaa 


2280 


gcaggggccc 


atgcttatgc 


ctcaagaaat 


ggtagctatc 


aaggacttag 


tcagtggcat 


2340 


tttgaccaag 


ataaacaagt 


tctgcttggc 


caaatgaccc 


tccctatgcc 


tattgctagt 


2400 


aaggggggat 


ctatcgggct 


taaccctact 


gtttctatcg 


cacatgatct 


tcttaatcaa 


2460 


cctgatgcca 


aaacattagc 


ccaattgatt 


gcatctgtgg 


ggttagctca 


aaactttgct 


2520 


gcactaaaag 


ctctgacctc 


atctggcatc 


caagctggtc 


acatgaaact 


acatgcgaaa 


2580 
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tcattagctc 


ttttggcggg 


ggcaacccaa 


gacgaaattg 


ctcctttagt 


taatgcttta 


2640 


ctagctgata 


aaccaataaa 


tctagaaaaa 


gcacattttt 


acttatccca 


gctaagacag 


2700 


tcttagattt 


aaacaactaa 


tataaggcaa 


acacccatgt 


aaacaattgg 


tttacatggg 


2760 


tgtttaatct 


ttgtttctat 


acatacaagt 


cttagaaat 






2799 


<210> 103 
<211> 2869 
<212> DNA 

<213> Staphylococcus 


epidermidis 








<400> 103 
taaaaacagc 


tatatgacgt 


tgtttttagg 


gggcaagtat 


gaatagtaaa 


ttcgtttctt 


60 


tcattttaaa 


aaattaaaaa 


agcaaaagaa 


ttgagtttag 


attattctgc 


tatatgatat 


120 


tcacgaatat 


tgttatcaat 


agattttaaa 


tagaaaatgt 


cacgatctgc 


atttgatttt 


180 


tcaagttcat 


gattcaattc 


taattggtca 


aagcgtttga 


agaaatgttc 


atattcatca 


240 


acagaaacct 


ctattctatt 


atttaataaa 


gatttgtggc 


gctcaacatc 


taattgctcc 


300 


ttgaatccat 


ctactaatgt 


tccactaaag 


aactcgccta 


cagaaccaga 


accataacta 


360 


aagagaccaa 


tcgtttgtcc 


gccttttaaa 


tcacgtgttt 


ctaataaaga 


gatgagactt 


420 


aaatataagg 


accctgtgta 


aatattaccg 


acataacgat 


tataatcaac 


tgcatcttgg 


480 


taactagagt 


taagacggtc 


ttgtgtagtt 


tcatcggcat 


gattaataat 


agaatctaaa 


540 


gctttttgtc 


ccattttggt 


gaatggtaca 


tggaaacata 


gtgaagcgaa 


atcagcgagt 


600 


gttttattat 


ggcgacgtgc 


atattcattc 


caactttctt 


ggaatgactt 


gatataggca 


660 


tctttcgaca 


atgcaccagc 


aactaaggga 


tattgatgac 


ccgttggacg 


ccagaaatca 


720 


taaacgtctt 


cagtatatgc 


tacggcatca 


tcattaagtt 


ttaaaatact 


tgggtcatgt 


780 


gaaatcatca 


ttgcaactgc 


accggcacct 


tgagtaggct 


caccaccaga 


atgaatacca 


840 


taacgagctg 


tgtcactagc 


aatgacaaga 


accttttcgt 


tagggcgttg 


agcaagataa 


900 


tctttggcaa 


gttgaattgc 


aggtgttgct 


gcataacaag 


cctctttcat 


ttcaaagcat 


960 


cttgcaaagg 


gttgaatacc 


taaaagatgg 


tgaatttgaa 


cggctgctgc 


tttggcatta 


1020 


tcaatcgcag 


actcagttgc 


tactataacc 


ataccaatat 


tctttttatc 


ttcttctgtt 


1080 


ataatatctt 


tagcagcatt 


ggctcccata 


gatacgatat 


cttgattcac 


tgggctcaca 


1140 


gtcatttcag 


tttgaccaat 


tccaattaaa 


aatttattag 


gatcgacttg 


gcgcgcttct 


1200 


gcaagtttag 


ccatgtctac 


ataatatttg 


ggtacataga 


aacttatttt 


atctatacct 


1260 


atattcataa 


ggtgtgacat 


cctttcattt 


tttgaagtag 


cactagtatc 


ataccaaaga 


1320 


aaattcgttt 


tatacaatga 


aatataacag 


acatgaccag 


gaatatataa 


taaatatgta 


1380 
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agcgctttac 


aaaaattgtg 


aaaagttttg 


aattatttga 


gtgcaagaca 


atgttagcag 


1440 


ttgatattta 


aagcgaaagt 


taaaaggtta 


cattactaca 


gtaatataaa 


gatattttaa 


1500 


aggagtacat 


aaatgaaaag 


tttagataaa 


ggatttagac 


atttaacacg 


aaaagataaa 


1560 


ttaaaaaaac 


ttgttgaata 


cggttggcta 


gatgatgaaa 


actatgaaat 


attacttaat 


1620 


catccgttaa 


ttaatgagga 


agtcgcaaac 


agtttaattg 


aaaatgtcat 


tggtcaaggt 


1680 


gcactaccag 


tagggttatt 


acctcgaatt 


atagttgatg 


ataaagaata 


tgtagtacct 


1740 


atgatggtag 


aggaaccttc 


tgtcgtagca 


gcagcaagtt 


atggcgcaaa 


actcgttaat 


1800 


caaagtggtg 


gatttaagac 


aatttcaagt 


gaacgtctaa 


tgattggaca 


aattgtcttt 


1860 


gatgatgttg 


aagacacagg 


cacattagct 


aactcaatat 


atcaaataga 


atcacaaatt 


1920 


catcaaatcg 


ctgatgaagc 


ttacccttct 


attaaagcaa 


gaggtggagg 


atatcaacgt 


1980 


attgaaatag 


atacattccc 


taatcatcga 


ttattatctt 


tgaaggtttt 


tgttgatact 


2040 


aaagatgcta 


tgggtgctaa 


tatgttaatt 


acaatattag 


aagcaatcac 


tgcacatcta 


2100 


aaagttaaaa 


ttttcaatca 


aaatgtttta 


atgagtattt 


tatctaatca 


tgcgacagca 


2160 


tcagtagtac 


aggtacaagg 


ggaaatagat 


attgaagatt 


tacatagagg 


agagagaagt 


2220 


ggcgaagagg 


tagcacaacg 


tatggaacga 


gcgtcagttc 


ttgcacaagt 


agatatacat 


2280 


cgtgctgcaa 


cacataacaa 


aggtgtgatg 


aatggtatac 


acgctgtagt 


attggctaca 


2340 


ggcaatgata 


caagaggagt 


tgaagcaagt 


gctcatgcat 


atgcaagcaa 


agatggtcat 


2400 


tatagaggga 


tagctacttg 


ggaatatgat 


cgctcacgta 


ataaattggt 


tggaactatt 


2460 


gaagttccta 


tgactttagc 


gacagtaggt 


ggaggtacga 


aagttttacc 


tattgctaaa 


2520 


gcctcattaa 


atttgcttaa 


tgttgaaaat 


gcacaggaac 


tagggcaagt 


tgttgctgct 


2580 


gttggattag 


cacaaaattt 


ctctgcatgt 


agagcgctag 


tgtctgaggg 


gatacaacaa 


2640 


ggacatatga 


gtttacaata 


taaatcatta 


gcgattgttg 


taggtgcaaa 


aggcgaagaa 


2700 


attgcgcaag 


tagctgaagc 


gctcaaatat 


gaatcacaag 


ctaatactgc 


caaagctcaa 


2760 


gaaatcttga 


tgaatataag 


aaagtcataa 


ttaaaaagcc 


gtcaaacggg 


tatatcttga 


2820 


tatatagctt 


caaggatata 


cttatttgac 


ggtttgtttg 


atttgatta 




2869 


<210> 104 
<211> 4088 
<212> DNA 

<213> Staphylococcus 


haemolyticus 








<400> 104 
gtttacacgt 


aaataaagag 


gcgttcgaga 


taagagccta 


aattgctctt 


attttgaatg 


60 


cctcttaatt 


aatatcaacg 


ttatttagga 


atatgatatt 


gacgtatatc 


gtcctgaata 


120 
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ttttctaagt 


agtaaataga 


cttatcgtca 


tcagtttgtt 


cagtagcgtg 


atcgaattct 


180 


aaatcatcga 


atcgcttgaa 


gaaactttca 


tagtcttcaa 


ctgaaacttc 


ttgacgttca 


240 


ttcaataagg 


ctttatgtcc 


ttcaatatct 


aattgttttt 


catagccttc 


gactagcgta 


300 


gcactaaaga 


attctcctac 


agaaccagat 


ccatagctaa 


ataatccaat 


agtttgacca 


360 


cctttaagtg 


atctattctc 


taataatgaa 


atcaaactta 


gatataaaga 


gccagtataa 


420 


atattaccta 


catagcgatt 


gtaatatact 


gcatcttcat 


atccagatgt 


taaacgttct 


480 


tgcgtcgttt 


catcggcatc 


attgataatt 


gagtctaaag 


cttttttacc 


cattttagtg 


540 


aaaggtacgt 


ggaaacataa 


tgactcaaag 


tcagataatg 


ttttatcttc 


acgtcgagca 


600 


tattcgttcc 


aactttcttg 


gaatgatttg 


atatatgcat 


ctttagataa 


cgcaccggca 


660 


actaatggat 


atttatgtcc 


agttggtctc 


cagaagtcat 


acacatcttc 


agtatatgca 


720 


acggcatcat 


cattcaattc 


taagatactt 


ggattatttg 


aaatcaacat 


agctacggca 


780 


ccagcacctt 


gtgtcggttc 


accaccagat 


tgaataccgt 


aacgagctgt 


atcacttgcg 


840 


ataacaagta 


ccttttcatt 


aggtcgtttc 


tcaatgtagt 


ctttagctaa 


ttggattgca 


900 


ggtgttgcag 


catagcaagc 


ttctttcatt 


tcgaagcagc 


gtgcgaatgg 


ctgaacacct 


960 


agtaaattgt 


gaatttgtac 


tgcagcagct 


ttggcattat 


cgattgcaga 


ttcagttgct 


1020 


acaatgacca 


ttccaatatg 


ttttttatca 


tcatctgtta 


taatatcttt 


agcagcatta 


1080 


gcccccatag 


atacaatatc 


ttgtgatact 


ggactgactg 


ccatttgggt 


ttgaccaatc 


1140 


ccaattaaaa 


atttatttgg 


atcaacttgg 


cgagcttcag 


caagcttagc 


catgtctaca 


1200 


tagtatttag 


gtacgtaaaa 


gttaatttta 


tcgattccta 


tactcacggg 


cactacatcc 


1260 


tttcgttatt 


ctaattttat 


aattcatatt 


aatagtagct 


ttttgagaca 


atttcattta 


1320 


aaatgctcac 


taatagaaag 


cgttttcata 


cgaaaagtta 


aatgcaataa 


cgcatgtcgt 


1380 


ttaatacagt 


aataaaataa 


aatacgtgaa 


actgcatggt 


agaacattga 


gtgtgagata 


1440 


acttctatcg 


gctattatta 


ataatcatat 


taatagttat 


tttaccaaat 


taaataacta 


1500 


aattacaatt 


tatatataaa 


ctacatataa 


ggagataaag 


aatgaaaaaa 


attgctatag 


1560 


ttagtgctaa 


aagaacgcca 


atcggtagat 


ataaaggtaa 


attaagaaat 


tattctgcag 


1620 


ttgaattggg 


aacgacagct 


ttgaaaggtg 


caatcgattc 


agcaaatatt 


gatcctaata 


1680 


taatacaaca 


agttattttc 


ggtaatgtgc 


tacaaagtgg 


tgtaggacaa 


aacccagcac 


1740 


gtcaaattgc 


gattaaagcg 


ggtgtacctg 


atacaacacc 


agctatgaca 


attaatgagg 


1800 


tatgtggatc 


aggtcttaaa 


gcaattatat 


tagggaaaca 


gttaattcaa 


ttaggtgaag 


1860 


cggatgtagt 


agcagtgggt 


ggagttgaaa 


gtatgacaaa 


tgccccacaa 


ttaatcttaa 


1920 


aagaaggtca 


agaaccagtg 


gaaagcttta 


tgcatgatgg 


tttaacagat 


gcctttcatt 


1980 
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atgtaccaa t 


gggtgtaaca 


get gaga a ca 


tagctgaaaa 


atatgacatc 


acgcgtgaaa 
• 


on/in 


tgcaagatga 


gttcgcaaa t 


ca ttcacaag 


ctaaagcagc 


taaagcgacg 


caagatggta 


Ol Aft 

^1UU 


aatttaataa 


tgaaatcatc 


ggtatgactg 


aegcagaagg 


ggaacaaatg 


acttctgatg 


± bU 


aaggtgttcg 


cccaaatagt 


agtgttgaga 


agettgegae 


attaaagaca 


attttcaaag 


2220 


aagatgggac 


agtaactggt 


ggtaatgett 


caagtattaa 


tgatggttca 


tctgcactca 


ZZoV 


ttttaatgga 


agaatcatat 


getaaagege 


atggttacga 


ta ttttagga 


— 4- .~ 4- 4- — ^_ 

attgttggag 


2340 


attatgcaga 


agtaggttgt 


gacccacaat 


atatgggcta 


tgcgccattc 


tatgctgttg 


2400 


aaaagctact 


tgataaaacg 


gatagcaaaa 


tegatgaegt 


tgatattgta 


gaaatgactg 


24 60 


aagcatttgc 


tgcacaaagt 


ataccagtca 


aagacaattt 


gcatattcca 


gatgaaaaat 


O C O f\ 

2520 


taaatatcta 


tggcggtgct 


attgeactag 


gacacccaat 


tggtgccagt 


ggtgctagat 


o c o r\ 

2580 


tagtcactac 


tttagtgaac 


gcacttgaac 


aagaaaataa 


aegtaegggt 


attgetacag 


Z b4 U 


catgtattgg 


tggaggacta 


ggtatcgetc 


4— _ _ . 4_ _ 4_ 4_ .__ _ 

taatgattga 


taaaggggaa 


4_ _ _ 4_ _ „, 4_ 

taatggtatg 


z /uu 


aagagtttag 


ataagacatt 


tcgacattta 


tctcgtgaag 


ataaattaaa 


_ _ _. _. _ 4- 4- 4- 4- 

acaacttgtt 


o ^ a c\ 
Z / bU 


gattatggat 


ggttaactga 


tgaaagctat 


gatgttttac 


taaaaaatcc 


. i. 1. - . 4- 4_ _ _ 4_ 

attaattaat 


o o o r. 
zozU 


gaagaagttg 


cgaatagttt 


aattgagaat 


gtaattggtc 


aaggtacatt 


gcctgtaggt 


ZooO 


ttattaccta 


aaatcattgt 


cgatgataaa 


gaatatgttg 


taccgatgat 


ggttgaagaa 


zy 40 


ccttcagtag 


tagctgctgc 


aagctatggc 


gctaagttag 


tcaacaatac 


aggtggcttt 


O A A A 

3000 


aaaacagtta 


agagtgaacg 


attaatgatt 


ggccaaattg 


tatttgatga 


tgttagtgat 


3060 


acagatgcct 


tagcacaagc 


catatatgat 


ttagagecac 


aaattaaaca 


gategcaget 


3120 


gaagcttacc 


catcaattat 


agaacgtggt 


ggtggttaca 


gaegtattga 


aattgatacg 


3180 


ttcccagaga 


atcaactatt 


gtctttaaaa 


gtatttgtag 


atactaaaga 


tgcaatgggt 


3^:4 0 


gccaatatgc 


ttaatacaat 


cttggaagct 


ataactgeae 


atatgaagaa 


tgagttt cca 


33U0 


aatcgcgatg 


tgcttatgag 


cattttgtct 


aaccatgcca 


cagcctcagt 


agtacgagtt 


33bU 


caaggtgaaa 


ttgatatcaa 


agatttaaat 


aaaggtgatc 


gttctggtga 


agaagtagca 


3 4 Z U 


caacgcatgg 


agcgtgcttc 


tgtactagca 


caagtcgata 


tacat cgtgc 


tgcaacacac 


3 4 o U 


aataaaggtg 


ttatgaatgg 


cattcacgcc 


~ 4— _~ 4- ,-.4— 4- —~ 

gtagtcttag 


caactggtaa 


tgatacgege 


354 U 


ggagcagaag 


caagtgcaca 


tgeatatgee 


agtcgtgatg 


gacaatatag 


aggtattgeg 


3600 


acttggaagt 


ttgataaaga 


acgtggtcgc 


ttagtcggaa 


caatagaagt 


accgatgaca 


3660 


ttagcgatcg 


tcggtggcgg 


tacgaaagta 


ttgccaattg 


cgaaagcatc 


acttgaatta 


3720 


ttgaatgttc 


aatcagcaca 


agaattaggt 


caggttgttg 


ctgctgttgg 


attggcacag 


3780 
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aacttttcag 


catgtagagc 


cttagtttct 


gaaggtattc 


aaaaaggtca 


catgagttta 


3840 


caatacaaat 


cattagctat 


cgtagtaggt 


gctcaaggtg 


atgagattgc 


tcgtgttgcc 


3900 


gaagcattga 


aagctgcgcc 


taaagctaat 


actgctacag 


ctcaacaaat 


tttaaaagat 


3960 


ttacgacaac 


aataacaata 


tttagaaaag 


ccactaatta 


cgagtaaggt 


tcttaaatca 


4020 


agacctcgat 


tcataagtag 


tggcttttat 


ttatcattta 


tatgtcatta 


tttattttag 


4080 


tagatgta 












4088 


<210> 105 
<211> 2846 
<212> DNA 

<213> Staphylococcus 


aureus 










<400> 105 
tgtcttactg 


ctgtttttag 


gttatattta 


aatgtctttc 


aaatacacag 


attactctgg 


60 


tctgtgatat 


tcgcgaacgt 


tattttcaat 


atttgataag 


tagaaaatat 


gacgatcttc 


120 


atgaacagca 


tcttgttctt 


cgtcaaattc 


aacgtcatca 


aaacgtttga 


agaatgtttc 


180 


atatgcatca 


acagatactt 


cagtacggtt 


atttaataat 


gctttatgtg 


cagcttgatc 


240 


taaatgatct 


ttgtagccta 


caactaatgt 


cgcactataa 


aattcaacaa 


ctgaacctga 


300 


gccataactg 


aataaaccga 


ttgtttcacc 


agcttgtaaa 


tcacgatttt 


caagtaatga 


360 


tattaggctt 


aaatataatg 


atccagtata 


aatattaccg 


acataacggt 


tataatctac 


420 


agcatcttca 


tatcctgaac 


gtaaacgctc 


ttgagttgtt 


tcatcagcgt 


tatcaatgat 


480 


tgactctaat 


gcctttttac 


ccatttttgt 


aaatggaaca 


tggaagcata 


gagatgcgaa 


540 


gtcagctagc 


gacttacctt 


gacgttttgc 


gtattcattc 


cagctttgtt 


ggaatgagcg 


600 


gatataagca 


tctttagata 


atgcaccatc 


aactaatgga 


tatttatgtc 


cagttggacg 


660 


ccagaaatca 


taaacgtctt 


cagtgtaagc 


aacagcatct 


tcatttaatg 


ccaaaatgct 


720 


tggattatgt 


gcaataacca 


tcgcaactgc 


gccagcacct 


tgtgttggct 


cgccgcctga 


780 


attcaatcca 


taacgtgctg 


tatctgtagc 


aataactaat 


actttttcat 


tcggtctagt 


840 


tgctaaataa 


tctttagcta 


attgaattgc 


tggtgttgca 


gcataacaag 


cttctttcat 


900 


ttcaaagcaa 


cgtgcaaaag 


gttgaatacc 


taataagttg 


tgaatttgaa 


cagcggctgc 


960 


tttagcagca 


tcaactgctg 


attcagttgc 


cacaattacc 


ataccaattt 


tctttttatc 


1020 


ttcgtctgtt 


ataatgtcct 


tagcagcgtt 


agcgcccatt 


gaaacgatgt 


cttggtttac 


1080 


aggactaaca 


gccatttcag 


tttgaccaat 


tccaattaaa 


aatttgtttg 


ggtctacttg 


1140 


gcgtgcttct 


gctaatttag 


ccatgtctac 


atagtatttt 


ggaacgtaaa 


agtttatttt 


1200 


gtcgatacct 


attgtcataa 


ggttttacat 


cctttcaaat 


ttataaaagc 


aaccacttgt 


1260 
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atcatatcag 


aatatgctta 


tcttgataca 


aagaaataca 


ctaaatttaa 


aaatgatttg 


1320 


acgtttcttg 


taagcgtttt 


aatttacctt 


gctttatttt 


atagttaaaa 


caataattat 


1380 


tcaattgaat 


tttaagacga 


ataacgttat 


tttatggtaa 


aaatagtagt 


gattgaaatg 


1440 


ttaaaaaatt 


atgtgaagta 


aaaggatatg 


tccatgcaaa 


gtttagataa 


gaatttccga 


1500 


catttatctc 


gtcaacaaaa 


gttacaacaa 


ttggtagata 


agcaatggtt 


atcagaagat 


1560 


caattcgaca 


ttttattgaa 


tcatccatta 


attgatgagg 


aagtagcaaa 


tagtttaatt 


1620 


gaaaatgtca 


tcgcgcaagg 


tgcattaccc 


gttggattat 


taccgaatat 


cattgtggac 


1680 


gataaggcat 


atgttgtacc 


tatgatggtg 


gaagagcctt 


cagttgtcgc 


tgcagctagt 


1740 


tatggtgcaa 


agctagtgaa 


tcagactggc 


ggatttaaaa 


cggtatcttc 


tgaacgtatt 


1800 


atgataggtc 


aaatcgtctt 


tgatggcgtt 


gacgatactg 


aaaaattatc 


agcagacatt 


1860 


aaagctttag 


aaaagcaaat 


tcataaaatt 


gcggatgagg 


catatccttc 


tattaaagcg 


1920 


cgtggtggtg 


gttaccaacg 


tatagctatt 


gatacatttc 


ctgagcaaca 


gttactatct 


1980 


ttaaaagtat 


ttgttgatac 


gaaagatgct 


atgggcgcta 


atatgcttaa 


tacgatttta 


2040 


gaggccataa 


ctgcattttt 


aaaaaatgaa 


tctccacaaa 


gcgacatttt 


aatgagtatt 


2100 


ttatccaatc 


atgcaacagc 


gtccgttgtt 


aaagttcaag 


gcgaaattga 


cgttaaagat 


2160 


ttagcaaggg 


gcgagagaac 


tggagaagag 


gttgccaaac 


gaatggaacg 


tgcttctgta 


2220 


ttggcacaag 


ttgatattca 


tcgtgctgca 


acacataata 


aaggtgttat 


gaatggcata 


2280 


catgccgttg 


ttttagcaac 


aggaaatgat 


acgcgtggtg 


cagaagcaag 


tgcgcatgca 


2340 


tacgcgagtc 


gtgacggaca 


gtatcgtggt 


attgcaacat 


ggagatacga 


tcaaaaacgt 


2400 


caacgtttaa 


ttggtacaat 


agaagtgcct 


atgacattgg 


caatcgttgg 


cggtggtaca 


2460 


aaagtattac 


caattgctaa 


agcttcttta 


gaattgctaa 


atgtagattc 


agcacaagaa 


2520 


ttaggtcatg 


tagttgctgc 


cgttggttta 


gcacagaact 


ttgcagcatg 


tcgcgcgctc 


2580 


gtttccgaag 


gtatccagca 


aggccatatg 


agcttgcaat 


ataaatcttt 


agctattgtt 


2640 


gtaggtgcaa 


aaggtgatga 


aattgcgcaa 


gtagctgaag 


cattgaagca 


agaaccccgt 


2700 


gcgaatacac 


aagtagctga 


acgcatttta 


caagaaatta 


gacaacaata 


gtaaatggcg 


2760 


aatagcgatt 


ttaaagaaaa 


gtttaagtca 


atccatcgta 


gcgcttagat 


aaattaatat 


2820 


gaacaaaaaa 


tacaaacttc 


tatcac 








2846 
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cgttatcagt 


tcaagtcagt 


tgatagcata 


gaacttatat 


agcactccgt 


tcctaaatta 


60 


atgcagttta 


gttttgtttt 


ggaacaactt 


aataacattt 


tggagttggg 


aagaaggctg 


120 


acattctttg 


tcgaaaatgg 


tttcgcgctt 


attcctagct 


catggagagt 


tctgcaccaa 


180 


tcatccttgg 


gaagtaatcg 


ttgccacact 


tacccttaca 


gcatgcatgc 


tcactgttga 


240 


acgtcaaaat 


ccaatcccac 


caaccaaacc 


tataaccaca 


tcctgccagg 


gttgcattca 


300 


agaggctgaa 


tataatgcag 


cagacctgat 


ctccatgacc 


atattgagaa 


gtttggctgt 


360 


tttgtactgt 


tactatcagt 


ttcgaaaatt 


gcataaactt 


ggatcaagat 


acatattagg 


420 


cattgcagaa 


ctattcactg 


ttttctccag 


ctttatcttc 


actaccactg 


tgcttaattt 


480 


actgagagtt 


gaagtcagcg 


atttaaagga 


tgccttgttc 


ttctttttac 


tgttaattga 


540 


cctatccaaa 


gctggcatgc 


tagctcaatt 


cgccttgact 


tcccaaaatg 


aaattgaagg 


600 


caaaaacaat 


attgctaaag 


gtttagctga 


attgggtccg 


acaattaccc 


tggacaccgt 


660 


agtggaaact 


ctcgttatag 


gcgtgggaac 


tctttcagga 


gtggaacgac 


tggaaatgtt 


720 


atcatggttc 


gcatgtcttt 


cagtgctggt 


taattacgtt 


gttttcatgg 


ctttttaccc 


780 


ggcatgtcta 


tctttaatcc 


tagagttgtc 


aagatccaca 


aacttctata 


aaacaaaaga 


840 


tccttggatg 


attttcgcct 


ttaaagaaga 


ggaacataag 


tcaaatccag 


tagtccaaag 


900 


ggtaaaactg 


ataatgtctg 


ttgggttaat 


gattgtacat 


gttcacagtc 


gctggccatt 


960 


taaagacagt 


gaagtataca 


atatcgaacc 


attagtacag 


cagtcattca 


acaacactga 


1020 


agagtctaat 


agtttacacg 


gatacttcga 


aaggtggcta 


gcgcttggtg 


cagaccatat 


1080 


agtgattctc 


atcctgatca 


cagcactttt 


aattaaactt 


ctttttttcg 


aaatccaaga 


1140 


cttgacggaa 


attagagatc 


aggagactca 


agtagaacca 


gaaaaaagtg 


aaaaggccga 


1200 


aaatacagaa 


aaggaagagc 


ttaaagtagt 


tcaggaagta 


cgagaaaaca 


agagaatgcc 


1260 


aatgttcagt 


ttaagtgaag 


atgattcgtg 


cgaaaccaca 


ttccaagaca 


aagaagttca 


1320 


aacgcaaacc 


ccgtacaatt 


cagaggcgca 


cagttcttcg 


gaagatgata 


ttccaaaagt 


1380 


gtgcaaaaca 


cttgaagatt 


gcttaaaaat 


ctacaacaac 


gttgatatgg 


gtgcaacagc 


1440 


ccttactgat 


gaagaaatca 


tcttgctaat 


taaaaacagg 


cacatcgcag 


gttaccagat 


1500 


tgaaaaagct 


gtagataatc 


ctgaaagagg 


tgttggaatt 


cgtagaaaaa 


ttttaggaag 


1560 


ggacctcgat 


gcccctaaag 


ttttggaggg 


tttgccttat 


cgtaactacg 


actattcttt 


1620 


ggttatggga 


gcgtgctgtg 


aaaatgtgat 


tggatacatg 


cccataccag 


ttggatatgc 


1680 


tggaccttta 


gtcctagatg 


gaaaagagat 


ttacgttccc 


atggccacta 


ctgaaggatg 


1740 


tttggttgct 


agcaccaata 


gaggttgtag 


ggctctaaaa 


gaagcagggg 


ttacaagtag 


1800 


aattgttgct 


gatggtatga 


cccgtggccc 


tgtggttcgc 


tttccttcaa 


taatcagagc 


1860 
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tagccaagct 


atgcaatgga 


tccaagataa 


ttttgatgga 


atcaaagaac 


agttcgactc 


1920 


aagcagtcgt 


tttgctagac 


ttcaaagagt 


aaccatgaaa 


atagctggtc 


gattgttgtt 


1980 


tatcagattt 


gttgccacaa 


ctggtgacgc 


catggggatg 


aacatgcttt 


ccaaaggaac 


2040 


agaatattct 


ttaaagtttg 


tccagagggc 


ttttgaagat 


atggagatac 


tgagtctcag 


2100 


tggaaacttc 


tgcactgata 


aaaaacctgc 


tgcagtaaat 


tggattgaag 


gtagagggaa 


2160 


atcagtggta 


tgtgaagcga 


tcgtaccggc 


caaaatagta 


gcaaacatcc 


ttaaaacaaa 


2220 


cgtccacgct 


ttagtagacg 


taaacaattc 


caaaaatatg 


gtcggatctg 


ctgtagctgg 


2280 


aagcatagga 


ggatttaacg 


cccatgcagc 


taacatagtt 


acagctatct 


ttttagcaac 


2340 


tggacaagat 


cctgcacaga 


acgttggcag 


tagtaattgc 


atgactttga 


tggaaccttg 


2400 


gggaccgacg 


ggagaagatt 


tgtacatttc 


ttgtactatg 


ccttcaattg 


aaataggtac 


2460 


aattggtggt 


ggtacaattc 


tgccacctca 


aggaacctgc 


ttggagatgt 


taggagtaag 


2520 


gggctccaac 


atagccgagc 


ctggtgccaa 


tgcaagtcaa 


ttagctaaaa 


ttgtaggagc 


2580 


caccgtccta 


gcaggagaat 


tatctttgat 


gtccgcttta 


gctgccggac 


atttggttcg 


2640 


aagtcattta 


agacacaata 


gatcaaccac 


tctgctaccc 


gacgcttttg 


acaaaaacaa 


2700 


aaacattctc 


gttcctccat 


gcaaagataa 


agtctaaact 


cagttatttt 


ttggcaataa 


2760 


cagttggtta 


gctgaacttt 


ttgttttgcc 


atgtttggct 


ttaatattat 


gtttagatat 


2820 


accaaaggtt 


cctacttaag 


ttgatgctaa 


tttcatatgc 


agataagtct 


actgttacat 


2880 


attagttaac 


gttaacatat 


attattatat 


agaatcagcg 


ggaaaatgaa 


catgaggttc 


2940 


cagctttcta 


gacaaa tttg 


gggattttaa 


acttactttt 


acatgatttc 


ctagaaacat 


3000 


taaaatctta 


tttttaatct 


aaacggcaac 


cttagtaagt 


actccaaata 


atatgtttta 


3060 


ttttattagt 


gtaaatgttt 


ctgtgatcta 


tgacattaaa 


tggctgcagc 


atgagctggc 


3120 


aatggtgact 


taactaaaaa 


tatattgaat 


tttaatcttc 






3160 


<210> 107 
<211> 8423 
<212> DNA 

<213> Streptomyces griseolosporeus 








<400> 107 
ggatccagga 


gacaccgtta 


cccccgcgga 


tcttcgccgc 


atcgtcctgt 


ccattccacg 


60 


gcaaaggggc 


acttcttgta 


caccgacacc 


gccgaaacac 


tggagagcgc 


agtcgatgcg 


120 


ggccgcaacc 


acaccttgcg 


ggcagccgga 


atcgccgcac 


ctgcactgcg 


cgccaccatt 


180 


gacacgctcg 


gcagccgaat 


acgcccgatc 


gtcgggtacc 


acttcggctg 


gctggacctg 


240 


gcggggcagc 


cgacggacca 


gggcagcggc 


aagatgattc 


gcgcggccct 


gaccgtcctc 


300 
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gcggcggagg 


cctgcggggg 


eg a tgt ccag 


cgggcggtgt 


gcggcgccgt 


cgeggtcgag 


•5cn 
obU 


ttggtgcaca 


acttctccct 


gctccacgac 


gaegtcatgg 


aeggtgaect 


egaaegcaga 


/ton 
42 U 


ggacgcccca 


ctgtctgggc 


cacgttgggt 


gtcccggccg 


cgattctggc 


eggegaegtt 


4 oU 


ctgctcgcgc 


gtggctgcgc 


gatcctggag 


ggcgactccg 


aacaccggac 


ctgggccacc 




gagctgctca 


ccgagacgat 


cgcgacgctc 


gecgaaggge 


agatggcgga 


cgtggcgttc 


/z r\ r\ 
bUU 


gagcaccgca 


cgaccatctc 


gctggaggag 


gcgctggccg 


tctccgaggc 


gaagaccgcc 


a c e\ 
bbu 


gcgctgctga 


gctgcgcctg 


cgagctgggt 


gegggactet 


cegggggegg 


ggecgagget 


720 


cgtgagcgcc 


tggccaagtt 


eggatggcat 


ctggggatgg 


cgttccagct 


ggtggatgac 


O O f\ 

/ o 0 


gtcctgggca 


tctggggcga 


ccccgcggcc 


accggcaagc 


cggccggttc 


egatctgegg 


84 0 


aacaggaaga 


agagcatccc 


ggtggccgcg 


gcgatgaacg 


gcaccggcgc 


agccgccgag 


y UU 


gagttggccg 


cgatctaccg 


eggegeggag 


ccgctgaccg 


acgacatggc 


cgaccgcgcc 


o c c\ 

960 


gccaagctga 


tcgagtcggc 


eggeggaegt 


gcgtggacgg 


aagecgagat 


cgaccggcac 


1 c\ o r\ 

1020 


aggaggggtg 


cggcggctca 


gctggaggct 


ctgggcctca 


ccgaggagca 


gcgccggccg 


1 c\ o c\ 


ctgctggcgc 


tggccgacta 


tgtegcttte 


aggaaccact 


gaagaaacgt 


tccgcctagc 


1 1 A C\ 

1 14 U 


acattcctgg 


attcctgacg 


atgeggtetc 


accgcggcaa 


cgacatgggg 


agctgagtgc 


izuu 


gttgactctt 


ccgacctcgg 


tggaggaggg 


ategaaggee 


caccgggctc 


gcgccgtcgg 


i o a c\ 


caccggtcgc 


gctcatgcca 


aggecattet 


gctgggagag 


cacgcggtcg 


tgtaeggaac 


-i O O O 

1320 


cccggcgctc 


gcgatgccca 


ttccccaact 


cgcggtcacg 


gcaagcgccg 


getggtcegg 


1380 


ccgatccgcc 


gagagccggg 


gcggtccgac 


cttcaccatg 


acegggtegg 


cttcccgcgc 


14 4 0 


ggtcacggca 


caggccttgg 


aeggtctgeg 


acgtctgacc 


gect eggtea 


aggcgcacac 


i c n a 


gggagtgacc 


gacggacaac 


acctcgacgt 


cagcctcgac 


ggggegatte 


cgcccggccg 


1560 


cgggctcggc 


tccagcgccg 


cgaacgcacg 


agegatcate 


ctcgccctgg 


ccgacctctt 


1 /C o o 

162 U 


cggccgggag 


ctgaccgagg 


gcgaggtgtt 


cgacctggtg 


caggaggecg 


agaacctgac 


1 DO U 


gcacggccgg 


gccagcggcg 


tcgacgccgt 


gaccgtcggc 


gccaccgccc 


cgctcct ctt 


1 / 4 U 


ccgggcgggc 


acggcacagg 


cgctggacat 


cggctgcgac 


gcactgttcg 


t cgtcgcgga 


1 O C\ C\ 

1 o U U 


cagcggaacc 


gcagggagca 


ccaaggaggc 


gatcgagctg 


cttcgcgccg 


gattceggge 


1 obu 


cggggccgga 


aaggaggaac 


ggttcatgca 


ccgtgccgcg 


cacctcgtcg 


aegatgecag 


1920 


ggcctccctc 


gccgagggcg 


aacccgaggc 


gtteggateg 


tgcctgaccg 


agtatcaegg 


1980 


cctgctgcgc 


ggggcgggtc 


tgagcaccga 


ceggatcgat 


gcactggtgg 


atgccgcgct 


2040 


gcaggccgac 


agcctgggcg 


ccaagatcac 


cggtggcggt 


ctgggcggtt 


gtgttctcgc 


2100 



25156216 



- 155- 



gatgtcccgc 


ccggagcggg 


ccgaggaagt 


ggcccggcag 


ctgcacgccg 


ccggcgccgt 


2160 


acgcacgtgg 


gccgtacagc 


tgaggaggtc 


cactcatgag 


cgctgaacag 


ccgtcaaccc 


2220 


tgctgtccgc 


gccgcgacgg 


acaccgcgac 


agccgttgcc 


cagccgaaca 


tcgcgctgat 


2280 


caagtactgg 


ggcaagaagg 


acgagcacct 


ggtcctgccc 


cgtaccgaca 


gcctgtcgat 


2340 


gactctggac 


atcttcccga 


cgaccacccg 


ggtccagctc 


gcgcccggcg 


ccgggcagga 


2400 


cacggtggcc 


ttcaacggcg 


agcccgcgac 


gggagaggcc 


gagcggcgca 


tcaccgcatt 


2460 


cctccggctg 


gtgcgggagc 


ggtcggggcg 


caccgaacgg 


gcccgcgtcg 


agacggagaa 


2520 


caccgtcccc 


accggggccg 


gcctggcctc 


gtcggccagc 


ggtttcgctg 


ccctcgccgt 


2580 


cgccgccgcc 


gcggcgtacg 


ggctcggtct 


cgacgcgcgg 


ggcctgtccc 


ggctggcccg 


2640 


acgcggctcc 


gggtcggcct 


cccggtcgat 


cttcgacggg 


ttcgccgtgt 


ggcacgccgg 


2700 


ccacgccggc 


ggcactcccg 


aggaggccga 


tctcggctcg 


tacgccgaac 


cggtgccggc 


2760 


cgtggacctg 


gagccggcgc 


tggtggtcgc 


ggtggtcagc 


gccgccccca 


aggcggtgtc 


2820 


cagccgggag 


gccatgcgga 


ggaccgtgga 


cacctcaccg 


ctgtacgagc 


cgtgggcggt 


2880 


gtccagccgg 


gccgacctgg 


cggacatcgg 


agccgcgctc 


gcccgcggca 


acctgccggc 


2940 


ggtgggcgag 


atcgcggagc 


gcaacgccct 


cggcatgcac 


gccaccatgc 


tggccgcacg 


3000 


ccccgccgtg 


cgctacctgt 


caccggcctc 


gctcgccgtg 


ctcgacggcg 


ttctgcagtt 


3060 


gcggcgggac 


ggcgtgccgg 


cctacgcgac 


gatggacgcc 


ggtcccaacg 


tgaaggtgct 


3120 


ctgcccgcgt 


tcggacgccg 


agcgggtcgc 


ggaagccctg 


cgcgccgccg 


cgccggtcgg 


3180 


agcggtgcac 


atcgccggtc 


cggggcgggg 


tgcccgcctg 


gtggcggagg 


aatgccggtg 


3240 


accggcccgc 


gcgcggtgac 


ccggcgcgcc 


ccgggcaagc 


tcttcgtcgc 


gggtgaatac 


3300 


gcggtggtgg 


aaccgggcaa 


ccgggcgatc 


ctggtggcag 


tcgaccggta 


cgtcaccgtc 


3360 


accgtgtccg 


acggcgccgc 


acccggtgtc 


gtcgtctcct 


ccgacatcgg 


agccggcccg 


3420 


gtgcaccacc 


cgtggcagga 


cgggcggctg 


acaggcggta 


cgggcacacc 


tcatgtggtg 


3480 


gcggcggtcg 


agaccgtggc 


ccgcctcctg 


gccgaacgcg 


gccggtccgt 


cccgccgttg 


3540 


gggtggtcga 


tcagcagcac 


gctgcacgag 


gacggccgga 


agttcggact 


gggctccagc 


3600 


ggcgcggtga 


cggtggcgac 


ggtcagtgcc 


gtcgcagccc 


attgcggact 


ggaactcacc 


3660 


gccgaagaac 


gcttccggac 


ggcgctgatc 


gcctccgccc 


gcatcgaccc 


caggggatcc 


3720 


ggcggagaca 


tcgccaccag 


cacctggggc 


ggctggatcg 


cctaccgggc 


gcccgaccgg 


3780 


gacgccgtac 


tcgacttgac 


ccgccgtcag 


ggggtcgacg 


aggcactccg 


ggcgccgtgg 


3840 


ccgggcttct 


ccgtacgact 


gtcgccgccc 


cggaacctct 


gcctcgaggt 


cggctggacc 


3900 


ggcaaccccg 


tgtccaccac 


gtccctcctg 


acggacctgc 


atcggcgcac 


ctggcggggc 


3960 
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agccccgcgt 


accggaggta 


cgtcggggcg 


accggcgagc 


tcgtggacgc 


cgcagtcatc 


4020 


gcgctggagg 


acggcgacac 


cgagggcctg 


ttgcggcagg 


tccggcgggc 


ccgtcacgag 


4080 


atggtccgcc 


tcgacgacga 


ggtcggcctc 


ggcatcttca 


cccccgaact 


gacggccctc 


4140 


tgcgccatcg 


ccgaacgcgc 


cggcgcggcc 


aagccctcgg 


gggccggggg 


cggcgactgc 


4200 


ggcatcgcgc 


tgctggacgc 


cgaggcccgc 


tacgaccgct 


caccgttgca 


ccggcaatgg 


4260 


gccgcggccg 


gggtgctgcc 


gctactggtg 


tcgcctgcca 


cggaaggagt 


cgaggaatga 


4320 


gcagtgccca 


gcgcaaggac 


gaccatgtcc 


ggctcgccac 


ggagcagcag 


cgcgcgcaca 


4380 


gcggacgcaa 


ccagttcgac 


gacgtgtcgt 


tcgtccacca 


cgccctcgcc 


ggaatcgacc 


4440 


ggccggacgt 


ccgcctggcc 


acgacgttcg 


ccggcatcac 


ctggcgactg 


ccgctgtaca 


4500 


tcaacgcgat 


gacgggcggc 


agcgccaaga 


ccggcgccat 


caaccgggac 


ctggccgtcg 


4560 


ccgccaggga 


gaccggcgcc 


gccatcgcgt 


ccgggtccat 


gcacgccttt 


ttcagggacc 


4620 


cctcctgcgc 


ggacaccttc 


cgcgtgctgc 


gcaccgagaa 


ccccgacggt 


ttcgtgatgg 


4680 


cgaacgtcaa 


cgcgaccgcg 


tccgtcgaca 


acgcccgccg 


ggccgtcgac 


ctgatcgagg 


4740 


cgaacgccct 


gcagatccac 


ctgaacacgg 


cgcaggagac 


gcccatgccg 


gagggcgacc 


4800 


ggtcgttcgg 


gtcgtggccg 


gcccagatcg 


cgaagatcac 


ggcggccgtc 


gacgtcccgg 


4860 


tgatcgtcaa 


ggaggtcggc 


aacgggctca 


gcaggcagac 


cctcctggcg 


ctgccggatc 


4 92 0 


tgggggtccg 


ggtcgccgac 


gtcagcggcc 


gcggcggcac 


cgacttcgcc 


cgtatcgaga 


4980 


acagccggcg 


ccccctgggc 


gactacgcct 


tcctgcacgg 


ctgggggcag 


tccaccccgg 


5040 


cctgtctgct 


ggacgctcag 


gacgtcggct 


tccccctgct 


ggcctccggt 


gggatccgca 


5100 


acccgctcga 


cgtcgcccgg 


gcgctcgcgc 


tcggcgccgg 


cgccgtgggc 


tcctcgggcg 


5160 


tattcctgcg 


cacgctgatc 


gacgggggcg 


tatccgccct 


ggtcgcacag 


atctccacct 


5220 


ggctggacca 


gctcgccgcg 


ctgcagacca 


tgctcggtgc 


gcggaccccc 


gccgacctca 


5280 


cccgctgcga 


cgtgctgatc 


cacggcccgc 


tccggtcctt 


ctgcacggac 


cggggcatag 


5340 


acatcgggcg 


gttcgcccgg 


cgcagcagct 


ccgccgacat 


ccgttccgag 


atgacaggaa 


5400 


gcacacgatg 


accgaagcgc 


acgccaccgc 


cggcgtcccg 


atgcggtggg 


tggggcccgt 


5460 


ccgcatctcg 


ggaaacgtcg 


ccaccatcga 


aacccaggtg 


ccgctggcca 


cgtacgagtc 


5520 


tccgctctgg 


ccttcggtgg 


gccgcggcgc 


gaaggtgtcc 


cggctgaccg 


agaagggcat 


5580 


cgtcgccacg 


ctcgtcgacg 


agcgcatgac 


ccgttccgtg 


ctcgtcgagg 


cgaccgacgc 


5640 


gctcaccgcg 


ctctccgcgg 


cacggaccat 


cgaggcccgc 


atcgacgagc 


tgcgcgagct 


5700 


ggtgcgcggc 


tgcagccggt 


tcgcccagct 


gatcggcatc 


cggcacgaga 


tcaccggaaa 


5760 
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cctgctgttc 


gtccggttcg 


agttcagcac 


cggtgacgcc 


tccgggcaca 


acatggcgac 


5820 


cctggcttcc 


gacgtgctcc 


tccagcatct 


gctggaaacg 


gttcccggca 


tctcctacgg 


5880 


gtcgatctcc 


gggaactact 


gcacggacaa 


gaaggccacc 


gccatcaacg 


gcatcctggg 


5940 


ccgcggcaag 


aacgtcgtca 


ccgagctgct 


cgtgccgcgt 


gacgtggtgg 


ccgacgtcct 


6000 


gaacaccacc 


gccgcgaaga 


tcgccgagct 


gaacctccgc 


aagaacctgc 


tcgggacact 


6060 


tctcgcaggc 


ggcatccggt 


cggcgaacgc 


ccactacgcg 


aacatgctgc 


tcgcgttcta 


6120 


cctggcgacc 


ggtcaggacg 


cggcgaacat 


cgtcgagggc 


tcccagggcg 


tcgtcacggc 


6180 


cgaggaccgc 


gacggcgacc 


tctacttagc 


ctgcacactg 


ccgaacctca 


tcgtcggcac 


6240 


ggttggcaac 


ggcaagggcc 


tgggcttcgt 


ggagaccaac 


ctgaaccggc 


tcggctgccg 


6300 


tgcggaccgc 


gagcccggcg 


agaacgcccg 


ccggctcgcc 


gtcatcgcgg 


cggccacggt 


6360 


gctctgcggg 


gagctgtcgc 


tgctcgcggc 


gcagaccaac 


cccggcgaac 


tgatgcgtgc 


6420 


gcatgtccaa 


ctggaacgag 


gccacacgac 


cgcgaaggct 


ggtgtctaga 


gcatgcccct 


6480 


cgccataggc 


atccatgatc 


tgtcgttcgc 


caccggcgag 


ttcggctgcc 


gcacaccgcc 


6540 


ctcgccgctc 


acaacggaac 


cgagatcggc 


aagtaccacg 


cgggcatcgg 


ccaggagtcg 


6600 


atgagcgtcc 


cggccgccga 


cgaggacatc 


gtgaccctgg 


ccgcgacggc 


tgccgcaccg 


6660 


atcgtcgccc 


ggcacggcag 


cgaccggatc 


cgcacggtcg 


tgctcgcgac 


cgaatcgtcg 


6720 


atcgaccagg 


cgaagtcggc 


cggtgtgtac 


gtccactccc 


tgctcggact 


gccgtcggcc 


6780 


acccgcgtcg 


tggagctgaa 


gcaggcctgt 


tacggggcca 


cggccggcct 


gcagttcgcc 


6840 


atcggtctgg 


tgcagcgcga 


ccccgcccag 


caggttctcg 


tcatcgccag 


tgacgtctcc 


6900 


aagtacgacc 


tggacagccc 


cggtgaggcg 


acgcagggcg 


ccgccgcggt 


cgccatgctc 


6960 


gtaggcgccg 


atccggggct 


ggtgcggatc 


gaggatccgt 


cgggcctgtt 


caccgtcgac 


7020 


gtcatggact 


tctggcggcc 


gaactaccgc 


accacggctc 


tggtcgacgg 


ccaggaatcc 


7080 


atcggcgcct 


acctccaggc 


ggtggagggg 


gcctggaagg 


actactcgga 


gcggggcggc 


7140 


cactccctgg 


agcagttcgc 


cgcgttctgc 


taccaccagc 


cgttcaccaa 


gatggctcac 


7200 


aaggcccacc 


ggcacctgct 


gaactactgc 


agccacgaca 


tccaccacga 


cgacgtcacg 


7260 


cgtgccgtcg 


gccggaccac 


cgcctacaac 


agggtgatcg 


ggaacagcta 


caccgcgtcc 


7320 


gtctacctgg 


gcctcgccgc 


gctcctcgac 


caggccgacg 


acctgaccgg 


tgagcgcatc 


7380 


gga«ttcctca 


gctacggttc 


cggcagcgtc 


gccgagttct 


tcggcgggat 


cgtcgtcgcc 


7440 


ggataccggg 


accggctgcg 


gacggcggcg 


aacatcgagg 


ccgtctcccg 


gcgacggccc 


7500 


atcgactacg 


ccggctaccg 


cgagctgcac 


gagtgggcct 


tccccgcccg 


acggggagcc 


7560 


cactccaccc 


cgcagcagac 


cacgggaccg 


ttccggctgt 


ccggtatcag 


cggccacaag 


7620 
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cgcctctacc 


gagcgtgctg 


accggagcag 


ccccgggccg 


tgccctggcg 


atcagttgag 


7680 


ccgttgatac 


gactacgggg 


agcaggagcg 


atecgaegga 


tgcccggtgg 


ageggcegga 


7740 


gccgctcctg 


ccggtgagca 


acgggcgttg 


tggcaggtgg 


cgggaccacc 


ggcaggttgt 


7800 


gaactgcggc 


gagcccgggc 


ggacttgatc 


gaeeggctgg 


cggaggtggt 


gcgggaggtg 


7860 


aggcgctcgc 


gctgcgcgcg 


gcggcttcac 


caccaggatc 


cacctgagtg 


ccgacggtcg 


7920 


ctgccgggtg 


aggaggccga 


ccgggccgcc 


gaccggctcc 


ggcgcggcag 


ggcccggggc 


7980 


cggccgcccg 


gtttcggcaa 


gggaacgtca 


ggacacctac 


cgcctagatg 


tagccctcgc 


8040 


gcagggcgta 


ggccacgcgt 


gggcgcggtt 


gcggagttgg 


aagcgggtgg 


tgacggtgtg 


8100 


gatgatgttc 


ttgatcgtcc 


gctccgagta 


gaggagcttg 


aeggegatet 


ccccggtgtc 


8160 


catgccgtcg 


gcgaccaggc 


gcaggacgtc 


gacctcgcgg 


ggcagcatgc 


egtagtegge 


8220 


ggggttgtgg 


tccgggccgt 


cgccggtgcg 


gcggcggccc 


atgeagcega 


teagtttgee 


8280 


gagcaggtcc 


gggggcaggt 


cgccgtggcc 


gcggacggcg 


gtgeggaegg 


cctggcgcag 


8340 


gcgttcgccg 


gtgacttcgc 


ggcgccacag 


gatggtggtg 


acgccgagcg 


agacgaegtc 


8400 


gagcagctcg 


ggctcctgga 


tec 








8423 



<210> 108 

<211> 1305 

<212> DNA 

<213> Leishmania major 

<400> 108 



atgcgccgct 


ctctgctgct 


tgcctgctcc 


gccgccaagg 


gtgagagctg 


ggcatccatg 


60 


tccgatacag 


agatcatgaa 


gcaggtggag 


aataagaaga 


ttgeatttea 


eggecttgag 


120 


caggctcttg 


cacccgacta 


tgaccgcgcc 


atcgccattc 


gtcgtgagat 


tgtgaagaaa 


180 


aagatatgtc 


catctccagc 


tgccacacat 


ccgctggaga 


gggttcccta 


caagaactac 


240 


gactggagca 


gtgttgtggg 


acagagctgc 


gagaacatcc 


teggctaegt 


tccggtaccg 


300 


gtagggttgg 


ctggtccgct 


gctgttggat 


ggaaaggaag 


tggcactgcc 


gatggcgacg 


360 


aeggagggtg 


cgctggtcgc 


gagtgegcac 


cgcggtgctc 


gcgccatcaa 


cctgagcggc 


420 


ggatgccgga 


cageggtget 


gaaggaaggc 


atgacgcgcg 


cccctgtagt 


ggaggtgaac 


480 


tccttcgacg 


aggccatcac 


cgtgatcaag 


ttctgtgagg 


ageggttega 


cgttctaagg 


540 


gaggectteg 


agtcgacgac 


ccgcttcggg 


aagttgctga 


gcatcaagtg 


tgccatggcg 


600 


ggtcgecagg 


tgcatctgcg 


cttctctgcc 


tttaceggag 


atgcgatggg 


catgaatatg 


660 


atcacgaagg 


getgegacaa 


ggcgctgcag 


gtgetgeage 


agcacattcc 


ctctgtgcga 


720 


gtgetgaect 


tgtcaggcaa 


cttctgcact 


gacaagaaac 


cgtccgcact 


gaactgggtg 


780 
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gagggacgcg ggaagtcggt cgtagcggag gccgtcatca agcgtgatgt ggtcgagagt 840 

gttctcaagt gcacggtgga cagtgttgtg tcgctgaatg taactaagaa cctgcgcgga 900 

tctgcgcttg ccggttccat cggcggcttc aacgcacacg ctgccaacat cgtggccgcg 960 

ctctacatcg ccactggcca ggaccccgca caggtagtgg agtccgcaac ctgcatgacg 1020 

acggttgaca aggctggtga ggatctcgtg atcagcctca tgatgccgag cattgaggtc 1080 

ggcgccgtag gcggtggtac aggtctgtcg tcgcagcgcg ccatgctgga gctgatgggg 114 0 

tgcgcgggct ctaacaagga ggacccaggt gcccactccc gccagatcgc gcgtgtcgtt 1200 

gctggcgcag tcatttgcgg tgagctgtcc ctcttgtccg gccttgcagc tggccactta 1260 

ctaagcgccc acatgaagct gaaccgcaag cctccgactc cgtaa 1305 

<210> 109 
<211> 318 
<212> DNA 

<213> Gibberella fujikuroi 
<400> 109 

ccgatggcga cgacggaggg tgtcttggtt gccagtgcca gtcgaggttg caaggccatc 60 
aactctggtg gtggtgccat cactgttctc actgctgatg gtatgactcg tggtccttgt 120 
gtcgctttcg agactcttga gcgcgctggt gctgccaagc tctggcttga ctctgaagct 180 
ggtcaggata tgatgaagaa ggctttcaac tcaaccagtt cgttcgcccg cctccagtcc 240 
atgaagaccg ctcttgctgg taccaacctg tacattcgat tcaagaccac caccggtgac 300 
gctatgggca tgaacatg 318 

<210> 110 

<211> 1003 

<212> DNA 

<213> Anthonomus grandis 
<220> 

<221> mis cofeature 

<222> (1) . . (1003) 

<223> n equals unknown 

<400> 110 

gaggcgatgg ggatgaacat gatctcaaaa ggcaccgaaa aatctttagc ttacattaaa 60 

tcccatttcg aagacatgga gattttaagc ttaagcggta acgtgtgcac agacaaaaaa 120 

ccctctgcca tcaactggat cgagggcaga ggtaagtctg tggtatgcga ggccattgtt 180 

ccagctaata ttgttcacag tatactgaaa accaccacgc atgcgctagt tgacttaaac 240 

atatcaaaaa acatggttgg ctctgcagtg tcggctgcca ttggtggttt caacgcgcat 300 
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gcggccaaca 


tagttacagc 


tatttatata 


gcaacagggc 


aagatgtcgc 


tcagaatgtc 


360 


ggaagtagca 


actgtatcac 


ccttatggaa 


ccctgcggtg 


acaagggaga 


agacttactt 


420 


atatcttgca 


ccatgcccag 


tgttgaaatt 


ggaacggtgg 


gaggcggtac 


agtattgcca 


480 


gcccaaggag 


cctgtctaga 


aatgttaggg 


gttaagggcg 


cacatagtga 


aaatcccggt 


540 


gataatgcca 


aacagttggc 


gaaaattgtt 


tgtggtgccg 


ttttggccgg 


ggagttatca 


600 


cttatggccg 


ctcttgtgac 


ggggcatctt 


gtcaaaagtc 


atttgcgatt 


aaatcgttct 


660 


tattccgaaa 


aagactctcc 


gttcaaaaaa 


tcagttgggg 


gaagttcgtn 


catgtcaaac 


720 


ataacgcagt 


ttcagtacgg 


ttaggtaatt 


tgtttaggat 


gaaattttta 


tcttaagggc 


780 


tttgccaatg 


attcattgtt 


tttcttttat 


tctcatacat 


gtgtaccatt 


gtaatatttg 


840 


caaaaaaaaa 


gactggagga 


cagacatgcc 


tgtttggaaa 


ccaaaatatt 


tcaaaggaag 


900 


acaccatgta 


tctaccatcc 


aaaggctcaa 


ctattgtatt 


tatcaagtga 


tagctattta 


960 


tatgttgata 


atgtgaaagt 


gtattaaatg 


tacatataga 


aac 




1003 



<210> 111 

<211> 3021 

<212> DNA 

<213> Dendroctonus jeffreyi 

<400> 111 



ttcagtttat 


tttggacgga 


agaatggtgg 


ctcaattatt 


gacgacttgt 


ggcctaaatt 


60 


tcttagatcg 


tgcgtcttct 


ggaataactt 


ggatattctc 


atcccaaatg 


gcttcacgtt 


120 


tatttcgagt 


acatggtgaa 


ttttgcacca 


atcacccgtg 


ggaagtcatt 


gtagcgactc 


180 


tcaccctcac 


agcgtgtatg 


ttaactgttg 


aacagcaacc 


tccacttcga 


ccgataaaac 


240 


caaccattaa 


atcatgtttg 


ggatgcattc 


aagaggccga 


acacaatgct 


gctgatctaa 


300 


tatcaatgac 


catcttaaga 


agtttggctg 


ttctttattg 


ctactaccag 


ttccgcaaga 


360 


tgcataagct 


cggatcaaaa 


tatgtcctgg 


gaattgcggg 


acttttcacc 


gtgttctcga 


420 


gcttggtctt 


tacgacaaca 


gttctaaaca 


ttcttcggat 


aaaagtcagc 


gatctaaaag 


480 


atgcgctatt 


ctttttcttg 


ctccttatcg 


atctatccaa 


agcggctatt 


ttagctcaat 


540 


tcgctcttaa 


tggggccaat 


caagctgaaa 


gaaaaaccaa 


tatagcgaaa 


ggattagctg 


600 


agttagggcc 


gacgatcact 


ttagacacac 


tggtagagac 


actagttatt 


ggcgttggca 


660 


ccatgtcggg 


agtagctaga 


ttagaaatgc 


tgtcgtggtt 


tgcctgtctg 


tcggttctgg 


720 


tcaactatat 


tgttttcatg 


actttttatc 


cagcatgttt 


gtcgctgatt 


ttagagttgt 


780 


ctcaatcgag 


caatttttgc 


aaaaccaaag 


attcctggaa 


gatattcgca 


tttaaagaag 


840 


atcgcaagtc 


aaatcctgtc 


ctacaaagag 


ttaagttgat 


catgtcagtt 


ggtttaatgg 


900 
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tagttcatgt 


tcaaagtcgt 


tggccattca 


gagacagtga 


agtatacact 


atagagccac 


960 


tagtgcaaca 


gtccttcaat 


aaaactgatg 


attccattgc 


cacacatgta 


tctttcataa 


1020 


gatggttggt 


tcttggtgct 


gatcatattg 


tcataataat 


actggtctca 


gcccttttaa 


1080 


ttaaactgat 


tttcttcgaa 


atcaaagata 


atttagtgga 


aataaagccc 


ggttttgaca 


1140 


aagaaacgcc 


gaagccaacg 


aaacaaatgc 


caatgatcaa 


ttttactttg 


ggtgaatcat 


1200 


gcgaatccac 


ctacgaagat 


aaagaagtac 


aaacgttagc 


tacctcgaat 


tccgatgttg 


1260 


atagttcttc 


tgatgatgga 


gtgccaaagc 


agtgtagaag 


tttagaagat 


tgcgtaaaga 


1320 


tcttcaaaaa 


tatagatctt 


ggtgccacgg 


ccttgaccga 


cgatgaaata 


atactactga 


1380 


taaaaaataa 


gaatattgcc 


gcctaccaaa 


tagaaaaaga 


agtagatgac 


ccagaaagag 


1440 


gtgtgggaat 


tagaagaaaa 


atattaggca 


gagatctgtt 


agaatccccc 


aagctccttg 


1500 


aaaacttgcc 


ctttaggaat 


tatgattatt 


ctttggtcat 


gggtgcgtgt 


tgcgaaaacg 


1560 


ttattggata 


catgcccata 


ccagtaggat 


atgccgggcc 


tttgcttctg 


gatggtcgtg 


1620 


agttgtatat 


tccaatggca 


acaactgaag 


gttgcttggt 


cgctagcact 


aatagaggat 


1680 


gtagagcttt 


aaaagttagt 


ggggtgacca 


gcagtgtggt 


tgctgatggc 


atgactcgcg 


1740 


gtccagttgt 


gagatttcca 


tccattgtca 


gaaccagtca 


agcaatgcag 


tggatccaag 


1800 


acccagataa 


cttcaaaaaa 


attaaggaac 


aattcgattc 


aagcagcaga 


ttcgcccgac 


1860 


tgcaaagact 


cactcttaaa 


atagcgggac 


gatttttatt 


tattagattc 


atcgccacca 


1920 


ctggagatgc 


catgggcatg 


aacatgttgt 


ctaagggtac 


cgagtactct 


ttgaaattgg 


1980 


ttcagcaagt 


attttatgat 


atggaaatcc 


taagtctcag 


tggaaacttt 


tgtaccgata 


2040 


aaaagccggc 


cgccattaat 


tggatcgagg 


gaagaggaaa 


atctgtagtt 


tgcgaagcca 


2100 


tagttccagc 


aaaaattatt 


tcctccatac 


taaaaaccaa 


cgtccatgct 


cttgttgatg 


2160 


tgaacaacat 


ccaagaacat 


gtaggctccg 


ctgtggccgg 


tagcataggt 


ggattcaacg 


2220 


ctcatgctgc 


taatattgtg 


acggcgattt 


tcttagctac 


tggtcaagat 


ccagctcaga 


2280 


atgttagtag 


tagcaactgc 


atgactttga 


tggaaccatg 


ggggcccgat 


ggagaagatt 


2340 


tgtacatttc 


ttgcaccatg 


ccttctattg 


aaattggcac 


tattggtgga 


gggacaatat 


2400 


tgccagcaca 


aagcgcctgc 


ttggatatac 


tgggagtaaa 


agggtcaaac 


agagaaaatc 


2460 


ccggtgcgaa 


tgcgtgccaa 


ttagccaaaa 


ttgtatgtgg 


aacagtatta 


gccggcgaat 


2520 


tatctctaat 


gtcggcctta 


acagcgggac 


acttagtgaa 


gagtcacttg 


aggcacaacc 


2580 


gatccactac 


cttattacca 


gatgccttcg 


acagaaagaa 


aatatctttt 


acccagctgc 


2640 


caagataatg 


cttgaaaatc 


catatccatg 


aattaatttt 


gagcagctcg 


gtgcataccc 


2700 


ttcatttttc 


agatatacca 


aaggttccta 


aatggattta 


aatatataaa 


gagaacatgg 


2760 
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gagaaaagga caaattttga ctaatataaa tgataagata aattaacaga gtgaatgtga 2820 

actatgtgtt atgcttattt ggaattgagc tgatgaacta aatacaatta tgtacccaat 2880 

caaaaaaaaa ggagatacta gcttaaaggt ctccgcgatt tggcaattca atcttaattt 2940 

aatgaaattt ggcggcatcg taactttgat gtatctacac aaataaaaat agttttaagc 3000 

tgtaaatata tatttcatag c 3021 

<210> 112 

<211> 5874 

<212> DNA 

<213> Dendroc tonus j ef f reyi 

<400> 112 



ccgagcgata 


aatattaaag 


ttttcatggt 


ggtattctgg 


cgcccctttc 


cataatcact 


60 


aatttagcat 


ccacttgacc 


taagaatatt 


tatagtcgat 


ttatctagat 


tttaaactaa 


120 


cggaaagaag 


gaagcggccc 


gcaactatta 


tgtggatatc 


aataacctat 


gagttaatga 


180 


tattcaatta 


ttagaaaaca 


gagataccga 


gagagattag 


gctttctagc 


tgtattcatt 


240 


aattagagct 


gttgatagtc 


tcagcttagt 


acgtgagcat 


aagtgcggcg 


ttcagataat 


300 


tagcaacaaa 


tattcttcat 


gggtttctag 


caggtggttt 


tccaaaattg 


taccgcttcc 


360 


gtagaaatcg 


tgatacacat 


gaaaatattc 


ctacagtagc 


agcaatagac 


ttgctataga 


420 


gtataaaata 


attttgttaa 


atattttttt 


tcgctttcag 


gccgaacaca 


atgctgctga 


480 


tctaatatca 


atgaccatct 


taagaagttt 


ggctgttctt 


tattgctact 


accagttccg 


540 


caagatgcat 


aagct cggat 


caaaata tgt 


cctgggtaaa 


actcataaca 


tttgattaaa 


600 


tactattcgg 


ctttaatatg 


aatacatata 


acgcattaac 


tccattcaaa 


gaaagtgaag 


660 


agaaaagcaa 


ttcaaggcca 


tgaacttaca 


atctacaaca 


tgttattcga 


tagagtgaaa 


720 


gtgcaatgcc 


gcttttatgt 


catatgaaac 


taattgtcgt 


aatttccaat 


ttatgtaaca 


780 


tcggacgtgt 


tttttatcat 


gtgcgaactc 


caaatgaact 


ttgcactaaa 


aagagccaat 


840 


tttgaattga 


tcttctcgtt 


catcttttct 


gcgtagataa 


catgctcatt 


caaataatca 


900 


tagaaaccac 


actaaattaa 


tttaaatttt 


aggaattgcg 


ggacttttca 


ccgtgttctc 


960 


gagcttggtc 


tttacgacaa 


cagttctaaa 


cattcttcgg 


ataaaagtca 


gcgatctaaa 


1020 


gtgagttaac 


acgcaaaaaa 


taacccgatr 


atagtaatat 


ttttttcaga 


gatgcgctat 


1080 


tctttttctt 


gctccttatc 


gatctatcca 


aagcggctat 


tttagctcaa 


ttcgctctta 


1140 


atggggccaa 


tcaagctgaa 


agaaaaacca 


atatagcgaa 


aggattagct 


gagttagggc 


1200 


cgacgatcac 


tttagacaca 


ctggtagaga 


cactagttat 


tggcgttggc 


accatgtcgg 


1260 


gtaacttatt 


ttctacatta 


attcttgaat 


taaaacgaaa 


aattaacttt 


gaaatctggc 


1320 
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tgaaaaacta 


taatttttta 


caggagtagc 


tagattagaa 


atgctgtcgt 


ggtttgcctg 


1380 


tctgtcggtt 


ctggtcaact 


atattgtttt 


catgactttt 


tatccagcat 


gtttgtcgct 


1440 


gattttagag 


gtaagtcatt 


gtttttaact 


gatccaattc 


taggactttg 


aggatgttac 


1500 


agccctaata 


aaacattttt 


ttaaattaag 


tttcacagtt 


aatcaatcaa 


aataacagta 


1560 


gtagattttg 


catagcgcgt 


agatatgcac 


taccaatttg 


tattctccta 


attaacaaag 


1620 


ccaatgctac 


ttgatctaaa 


taatgtattt 


aagattttat 


actttgcgtc 


ttaaaataaa 


1680 


cctggctggc 


agatttgaca 


tcacccttta 


tgatcaaatg 


taattttagc 


agccccactt 


1740 


cctgttagca 


tgcctaaggt 


gacccaaaac 


ttattaacat 


aacaaaaata 


aacagtatac 


1800 


atggaaccac 


aagtagatac 


ctaaactttt 


tcaacagtca 


tcggttttga 


aaatcatcgg 


1860 


tcatatttgc 


gcagatggtt 


ctaccagtta 


acaagttctc 


gtttgcgttc 


catataatct 


1920 


attcgtataa 


gacaccgaat 


aatctttgtt 


ttagttgtct 


caatcgagca 


atttttgcaa 


1980 


aaccaaagat 


tcctggaaga 


tattcgcatt 


taaagaagat 


cgcaagtcaa 


atcctgtcct 


2040 


acaaagagtt 


aagttgatca 


tgtcagttgg 


tttaatggta 


gttcatgttc 


aaaggtgagt 


2100 


gagaattcat 


tatttaaaaa 


aatatttttc 


tttttctcgc 


tgaattttat 


ataccaaaaa 


2160 


attgctgaca 


ttgaaattat 


tggatgttca 


gttcatctac 


aacttttaca 


taaatatggt 


2220 


aatattttgt 


atttgcatat 


ttatgtattt 


ctattcaatg 


tttttaagct 


tgtagatttt 


2280 


gcgctgatta 


gatgttacca 


ctctttaaat 


ttttcccatt 


ttcagtcgtt 


ggccattcag 


2340 


agacagtgaa 


gtatacacta 


tagagccact 


agtgcaacag 


tccttcaata 


aaactgatga 


2400 


ttccattgcc 


acacatgtat 


ctttcataag 


gtaattacaa 


tttgtcttat 


tacttagaat 


2460 


atcgtataaa 


ccggtcacat 


tgcagaacag 


tagattatga 


aattttacca 


cttgcaatcg 


2520 


ctctttcact 


gaatcaagta 


attaattgga 


actaacgaga 


aataaagact 


gaataccgat 


2580 


taattgcatt 


ctagaacgaa 


gacgtcacat 


tgaatagcaa 


ttagtcagta 


aattacatta 


2640 


aatacaccga 


aaatcattaa 


atttatatac 


aagttgaata 


ctccgctatt 


aaagtattgg 


2700 


aacagaatct 


gttcttggta 


aatctgattt 


atcgaattgc 


tgcattttta 


ttgagtacgc 


2760 


aatactcgac 


ctcttcagag 


agtaattgaa 


tattcgctaa 


actttccacc 


aaaggattgc 


2820 


aattttggaa 


aaaatgtcgt 


aacaccgtgt 


gaaagtattt 


ccccagatgt 


ttcattcgcc 


2880 


ttacaaatat 


atatctactt 


ttctccaatg 


attttaatgt 


atgtgctgtt 


ttatatcgtt 


2940 


ttaaccattc 


gctttgtcca 


taaaatctgt 


gtaaattttt 


ctgtgatttc 


ttgtcttgtc 


3000 


tttgcagatg 


gttggttctt 


ggtgctgatc 


atattgtcat 


aataatactg 


gtctcagccc 


3060 


ttttaattaa 


actgattttc 


ttcgaaatca 


aagataattt 


agtggaaata 


aagcccggtt 


3120 
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ttgacaaaga 


aacgccgaag 


ccaacgaaac 


aaatgccaat 


gatcaatttt 


actttgggtg 


3180 


gtaagtgatt 


caatgattca 


ataaattaat 


aactaagtat 


ttaaattgac 


gtcagtactg 


3240 


caaacaaagt 


gcaaacgcaa 


aaatctagcc 


aatgggttag 


ccatttattt 


atttgagaag 


3300 


aagtcgtcag 


gtcggtgtaa 


aggcgatact 


tatctaaaaa 


acgtcctttg 


tgttgtatga 


3360 


atgggtaaat 


ttaaatgtat 


gtaagttctc 


aatgactaac 


ccaatatcat 


tcaacaatgt 


3420 


caagtttaaa 


tcgaaactcg 


cacaacaatt 


ctctgtttga 


gaagaagcat 


ttctgcacac 


3480 


ttgctttacc 


tctttctcaa 


ctctgattca 


ctgaattatt 


tattaatttt 


acttcctgct 


3540 


aaatattgcg 


taaatttcaa 


aaaatagata 


cacaaacata 


tttaaaatca 


ttcgcccggt 


3600 


cagggtcaaa 


tatattttgg 


gttctaacag 


ccaacttttg 


gaaatggtat 


tcgtagaatc 


3660 


atgcgaatcc 


acctacgaag 


ataaagaagt 


acaaacgtta 


gctacctcga 


attccgatgt 


3720 


tgatagttct 


tctgatgatg 


gagtgccaaa 


gcagtgtaga 


agtttagaag 


attgcgtaaa 


3780 


gatcttcaaa 


aatatagatc 


ttggtgccac 


ggccttgacc 


gacgatgaaa 


taatactact 


3840 


gataaaaaat 


aagaatattg 


ccgcctacca 


aatagaaaaa 


gaagtagatg 


acccagaaag 


3900 


aggtgtggga 


attagaagaa 


aaatattagg 


cagagatctg 


ttagaatccc 


ccaagctcct 


3960 


tgaaaacttg 


ccctttagga 


attatgatta 


ttctttggta 


agtttgggta 


gtttcctata 


4020 


tattcgtctc 


tagtcaactg 


tgcgattttt 


aaggtcatgg 


gtgcgtgttg 


cgaaaacgtt 


4080 


attggataca 


tgcccatacc 


agtaggatat 


gccgggcctt 


tgcttctgga 


tggtcgtgag 


4140 


ttgtatattc 


caatggcaac 


aactgaaggt 


tgcttggtcg 


ctagcactaa 


tagaggatgt 


4200 


agagctttaa 


aagttagtgg 


ggtgaccagc 


agtgtggttg 


ctgatggcat 


gactcgcggt 


4260 


ccagttgtga 


gatttccatc 


cattgtcaga 


accaggtaaa 


ttttccctac 


tggaccagac 


4320 


ctgttttgat 


taaatctgca 


ttggatttca 


gtcaagcaat 


gcagtggatc 


caagacccag 


4380 


ataacttcaa 


aaaaattaag 


gaacaattcg 


attcaagcag 


cagattcgcc 


cgactgcaaa 


4440 


gactcactct 


taaaatagcg 


ggacgatttt 


tatttattag 


attcatcgcc 


accactggag 


4500 


atgccatggg 


catgaacatg 


ttgtctaagg 


gtaccgagta 


ctctttgaaa 


ttggttcagc 


4560 


aagtatttta 


tgatatggaa 


atcctaagtc 


tcagtggaaa 


cttttgtacc 


gataaaaagc 


4620 


cggccgccat 


taattggtaa 


gaaatagaaa 


tcgcctctcc 


ctttcaattc 


ctttgaggga 


4680 


aaacagytca 


attacaataa 


aataaatgta 


aataaagtat 


gartacacca 


caagtctcaa 


4740 


ccaatcaacg 


attatttgcg 


cagatacgga 


caattgatta 


ttttaaagta 


tgcaaaacca 


4800 


caaaaaatag 


ttgacacaga 


aagatgcgcc 


tgaaagacga 


aataacagaa 


gcccgttttt 


4860 


taggatcgag 


ggaagaggaa 


aatctgtagt 


ttgcgaagcc 


atagttccag 


caaaaattat 


4920 


ttcctccata 


ctaaaaacca 


acgtccatgc 


tcttgttgat 


gtgaacaaca 


tccaagaaca 


4980 
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tgtaggctcc 


gctgtggccg 


gtagcatagg 


tggattcaac 


gctcatgctg 


ctaatattgt 


5040 


gacggcgatt 


ttcttagcta 


ctggtcaaga 


tccagctcag 


aatgttagta 


gtagcaactg 


5100 


catgactttg 


atggaaccat 


gggggcccga 


tggagaagat 


ttgtacattt 


cttgcaccat 


5160 


gccttctatt 


gaaattggta 


agatcaataa 


catatacgtt 


gttcttgtaa 


acacatcgga 


5220 


ttctcttagg 


cactattggt 


ggagggacaa 


tattgccagc 


acaaagcgcc 


tgcttggata 


5280 


tactgggagt 


aaaagggtca 


aacagagaaa 


atcccggtgc 


gaatgcgtgc 


caattagcca 


5340 


aaattgtatg 


tggaacagta 


ttagccggcg 


aattatctct 


aatgtcggcc 


ttaacagcgg 


5400 


gacacttagt 


gaagagtcac 


ttgaggcaca 


accgatccac 


taccttatta 


ccagatgcct 


5460 


tcgacagaaa 


gaaaatatct 


tttacccagc 


tgccaagata 


atgcttgaaa 


atccatatcc 


5520 


atgaattaat 


tttgagcagc 


tcggtgcata 


cccttcattt 


ttcagatata 


ccaaaggttc 


5580 


ctaaatggat 


ttaaatatat 


aaagagaaca 


tgggagaaaa 


ggacaaattt 


tgactaatat 


5640 


aaatgataag 


ataaattaac 


agagtgaatg 


tgaactatgt 


gttatgctta 


tttggaattg 


5700 


agctgatgaa 


ctaaatacaa 


ttatgtaccc 


aatcaaaaaa 


aaaggagata 


ctagcttaaa 


5760 


ggtctccgcg 


atttggcaat 


tcaatcttaa 


tttaatgaaa 


tttggcggca 


tcgtaacttt 


5820 


gatgtatcta 


cacaaataaa 


aatagtttta 


agctgtaaat 


atatatttca 


tagc 


5874 



<210> 113 

<211> 1884 

<212> DNA 

<213> Streptomyces sp. 

<400> 113 



ggatcctggg 


tctcgcagat 


cgagaagatc 


acggcggccg 


tcgacctgcc 


cgtgatcgtc 


60 


aaggaggtcg 


gcaacggcct 


gagccgcgag 


accgtcctga 


cgctgcgaca 


gtgggtgtca 


120 


gcgtggcgga 


cctcggcggc 


cggggcggca 


ccgacttcgc 


ccgcatcgag 


aacggccggc 


180 


gcccgctcgg 


cgactacgcc 


ttcctccacg 


actggggcca 


gtccaccgcc 


gcctgcctcc 


240 


tggacgcgca 


gggcgccggt 


ctccccgtgc 


tcgcctccgg 


ggcgtccgcc 


atcccctcga 


300 


cgccgcccga 


gccctggcct 


tgggcgcctc 


cgggtcgggg 


cctccggagt 


gttcctgcgc 


360 


accctgctcg 


acggcggtgt 


cgaggcgctg 


atcgcacaga 


tcacgaactg 


gctggaccag 


420 


ctcgcggccc 


tgcagaccat 


gctcggcgca 


cgcacccccg 


ccgagctcgc 


gagcaaggac 


480 


ctgctgatcc 


acggcaccct 


gcgaaccttc 


tgcgccgacc 


gggacatcga 


cgcggggcga 


540 


ctcgccggcg 


tacccgatcg 


gccgacgccc 


tccacgattc 


gactgaaaga 


gcacgatgac 


600 


cgacacgcac 


gccattgcca 


tggtccccat 


gaagtgggtc 


ggcccccttc 


gcatctccgg 


660 


gaacgtcgcc 


accaccgaaa 


cgcacgtccc 


gctcgccacc 


tacgagacgc 


cgctgtggcc 


720 
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ctccgtgggc 


cggggcgcga 


aggtgtccat 


gctgtccgag 


cggggcatcg 


ccgcgaccct 


780 


cgtcgacgag 


cggatgaccc 


gctcggtgct 


ggtcgaggcg 


accgacgccc 


agaccgcgta 


840 


cacggccgcc 


cgcgccatcg 


aggcgcggat 


cgaggaactg 


cgcgccgtgg 


tccgcacctg 


900 


cagccggttc 


gccgagctgc 


tccaggtccg 


gcacgagatc 


gcgggcaacc 


tgctgttcgt 


960 


ccgcttcgag 


ttcagcaccc 


ggcgaccctc 


cggccacaac 


atggccaccc 


tcgcctccga 


1020 


cgcgctgctg 


gcgcacctgc 


tgcagacgat 


cccgggcatc 


tcctacggct 


cgatctccgg 


1080 


gaactactgc 


acggacaaga 


aggcgaccgc 


gatcaacggc 


atcctcggcc 


gcggcaagaa 


1140 


cgtggtcacc 


gagctggtcg 


tggagcgcga 


ggtggtggaa 


cgcgtcctgc 


acaccacggc 


1200 


cgccaagatc 


gtcgagctga 


acatccgcaa 


gaacctgctc 


ggcaccctgc 


tcgccggcgg 


1260 


catccgctcg 


gccaacgccc 


actacgccaa 


catgctgctc 


ggcttctacc 


tggccaccgg 


1320 


ccaggacgcg 


gccaacatcg 


tcgagggctc 


ccagggcgtc 


accctggcgg 


aggaccgcga 


1380 


cggcgacctc 


tacttctcct 


gcaacctgcc 


caacctcatc 


gtcggcaccg 


tgggcaacgg 


1440 


caagggcctg 


gagttcgtgg 


agacgaacct 


gaaccgcctc 


ggctgccgcg 


aagaccgcgc 


1500 


ccccggcgag 


aacgcccgcc 


ggctcgccgt 


catcgcagcg 


gcgacggtcc 


tctgcggcga 


1560 


gctctccctt 


ctcgcggccc 


agaccaaccc 


gggcgaactc 


atgcgcgcac 


acgtcgaact 


1620 


ggagcgcgac 


aacacgacag 


cagaggtcgg 


tgtctgagaa 


tgtcccacga 


gtctttcttc 


1680 


ggaatccacg 


atctgtcctt 


cgcgacgacc 


gagtacgtcc 


tgtcgcacga 


ggcgctcgcc 


1740 


gagtacaacg 


gcaccgagat 


cggcaagtac 


cacatcggca 


tcggccagcg 


gtcgatgagc 


1800 


gtgcccgccg 


cggacgagga 


catcgtgacg 


ctggcgccgc 


cgccgccgcc 


ccgatcatcg 


1860 


cccggcacgg 


ttccggacgg 


atcc 








1884 



<210> 114 

<211> 1600 

<212> DNA 

<213> Streptomyces griseolosporeus 

<400> 114 



ggatccgcaa 


cccgctcgac 


gtcgcccggg 


cgctcgcgct 


cggcgccggc 


gccgtgggct 


60 


cctcgggcgt 


attcctgcgc 


acgctgatcg 


acgggggcgt 


atccgccctg 


gtcgcacaga 


120 


tctccacctg 


gctggaccag 


ctcgccgcgc 


tgcagaccat 


gctcggtgcg 


cggacccccg 


180 


ccgacctcac 


ccgctgcgac 


gtgctgatcc 


acggcccgct 


ccggtccttc 


tgcacggacc 


240 


ggggcataga 


catcgggcgg 


ttcgcccggc 


gcagcagctc 


cgccgacatc 


cgttccgaga 


300 


tgacaggaag 


cacacgatga 


ccgaagcgca 


cgccaccgcc 


ggcgtcccga 


tgcggtgggt 


360 


ggggcccgtc 


cgcatctcgg 


gaaacgtcgc 


caccatcgaa 


acccaggtgc 


cgctggccac 


420 
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gtacgagtct 


ccgctctggc 


cttcggtggg 


ccgcggcgcg 


aaggtgtccc 


ggctgaccga 


480 


gaagggcatc 


gtcgccacgc 


tcgtcgacga 


gcgcatgacc 


cgttccgtgc 


tcgtcgaggc 


540 


gaccgacgcg 


ctcaccgcgc 


tctccgcggc 


acggaccatc 


gaggcccgca 


tcgacgagct 


600 


gcgcgagctg 


gtgcgcggct 


gcagccggtt 


cgcccagctg 


atcggcatcc 


ggcacgagat 


660 


caccggaaac 


ctgctgttcg 


tccggttcga 


gttcagcacc 


ggtgacgcct 


ccgggcacaa 


720 


catggcgacc 


ctggcttccg 


acgtgctcct 


ccagcatctg 


ctggaaacgg 


ttcccggcat 


780 


ctcctacggg 


tcgatctccg 


ggaactactg 


cacggacaag 


aaggccaccg 


ccatcaacgg 


840 


catcctgggc 


cgcggcaaga 


acgtcgtcac 


cgagctgctc 


gtgccgcgtg 


acgtggtggc 


900 


cgacgtcctg 


aacaccaccg 


ccgcgaagat 


cgccgagctg 


aacctccgca 


agaacctgct 


960 


cgggacactt 


ctcgcaggcg 


gcatccggtc 


ggcgaacgcc 


cactacgcga 


acatgctgct 


1020 


cgcgttctac 


ctggcgaccg 


gtcaggacgc 


ggcgaacatc 


gtcgagggct 


cccagggcgt 


1080 


cgtcacggcc 


gaggaccgcg 


acggcgacct 


ctacttagcc 


tgcacactgc 


cgaacctcat 


1140 


cgtcggcacg 


gttggcaacg 


gcaagggcct 


gggcttcgtg 


gagaccaacc 


tgaaccggct 


1200 


cggctgccgt 


gcggaccgcg 


agcccggcga 


gaacgcccgc 


cggctcgccg 


tcatcgcggc 


1260 


ggccacggtg 


ctctgcgggg 


agctgtcgct 


gctcgcggcg 


cagaccaacc 


ccggcgaact 


1320 


gatgcgtgcg 


catgtccaac 


tggaacgagg 


ccacacgacc 


gcgaaggctg 


gtgtctagag 


1380 


catgcccctc 


gccataggca 


tccatgatct 


gtcgttcgcc 


accggcgagt 


tcggctgccg 


1440 


cacaccgccc 


tcgccgctca 


caacggaacc 


gagatcggca 


agtaccacgc 


gggcatcggc 


1500 


caggagtcga 


tgagcgtccc 


ggccgccgac 


gaggacatcg 


tgaccctggc 


cgcgacggct 


1560 


gccgcaccga 


tcgtcgcccg 


gcacggcagc 


gaccggatcc 






1600 


<210> 115 
<211> 246 
<212> DNA 
<213> Mus 


musculus 












<220> 

<221> misc feature 

<222> (1) . . (246) 

<223> n equals unknown 










<400> 115 
tcagccctcg 


tgcctcccgt 


aacttgttct 


ctttcctcaa 


ttttcccacc 


ngactcatac 


60 


cgccgacttt 


agactttaat 


ctgcgacgcg 


cttacaaatt 


ttaaacctac 


gggccaggag 


120 


gtgggggaga 


caagggcaga 


gttcttcctt 


ttccccaaag 


cacaagctga 


acaccagctg 


180 


attttggggc 


taggagagtt 


atcaatcatg 


gacagggtat 


gaggcccaaa 


ataaaagccg 


240 
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gtcaag 246 

<210> 116 

<211> 234 

<212> DNA 

<213> Mus musculus 

<400> 116 

aattctgcct attgagccaa agatggaacc acatgaatcc ccctggagct ctgtgcctta 60 

ttcctgaggc caggagtttg ctgactgaat tatttatggg ctcctttaat gggcccataa 120 

aagcttttag tttcctcagg gggtcagcag agttgttgaa tcttaatttt ttttttttaa 180 

tgtaccagtt ttgtataaat aataataaag agctccttat tttgtattct atct 234 

<210> 117 

<211> 262 

<212> DNA 

<213> Mus musculus 

<400> 117 

acattctatt ccaagcctaa tgaagggaaa ttcaacttac aaacccaatg atggagccac 60 

atgaatgccc ctggagctgt gaaccttgtt cctgtggaca ggaatttggt gactgaatca 120 

tttatgggct cctttaatgg gcccataaaa gatcttagct tcctcagggg gtcagcagag 180 

ttgttgtttc ttaatttttt ttttttaatg taccagtttt gtataaataa taataaagag 240 

ttccttattt tgtattctat tt 262 

<210> 118 

<211> 234 

<212> DNA 

<213> Mus musculus 

<400> 118 

aattcaactt acagacccaa tcatggagcc acatgaatgg ccatggagct ttatgctttt 60 

ttcatgtgcc ctggagtttg gtgactgaat catttatggg ttcctttaat gggcccataa 120 

aagtttttag cttcctcagg gggtcagcag agttgttgat ttttaatttt ttttttttaa 180 

tgtaccagtt ttgtataaat aataataaag agctccttat tttgtattct atct 234 

<210> 119 

<211> 307 

<212> DNA 

<213> Mus musculus 

<400> 119 

tccttggccc agagaaaact ctgttcgttt gcactattcc aaaatactct ggcttgcttt 60 
cctagcccat tgaagggaaa atcagcttac agagccaatg atggacccac atgaatgccc 120 
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ctggagctgt ttcccttgtt cctgtggcca ggagtttggt gactgaatca tttatgggtt 180 

cctttaatgg gcccataaaa gcttttagct tcctcagggg ttcagcagag ttcttgattt 240 

ttattttttt ttttttaatg taccagtttt gtataaataa taataaagag ctccttattt 300 

tgtattc 307 



<210> 120 

<211> 198 

<212> DNA 

<213> Mus musculus 

<400> 120 

cactcttacc acccaccctt gaaccagaac ttttcttcag aattaacatg attaaaaaca 60 

aataaaagat aaatttacaa aattttcaag gaacgtgcac caagaaggca gcttgagaat 120 

cctgacactg aactgaagcg cgggcattgg gttatcaagg actaacatgc aatctgtgaa 180 

ttaaaaattt caatgcat 198 



<210> 121 

<211> 222 

<212> DNA 

<213> Mus musculus 

<400> 121 



gccagtgcca tctcgaagga tcctgatctg tccctctccg caaccctacc cgctggacat 60 

ctaatcagaa gttacatgct ttacaacaga ttaaagataa atttacaata tcttcttgga 120 

acgtgcacca agaaggcagc ttgaggatcc tgacattgaa ctgaagcgcg ggcattgggt 180 

tttcaaggat taacatgcaa tctgtgaatt aaaaatctca at 222 



<210> 122 

<211> 1919 

<212> DNA 

<213> Artemisia annua 

<400> 122 



agtgattcct cacaaaccca cgatggatct ccgtcgtaaa ctgccaccca aaccaccgtc 60 

atcaaccacc accaaacaac cgtcacaccg ctcacattca ccaacaccaa taccaaaagc 120 

ctcagacgca ttaccattac cattatacct aaccaacacc ttcttcttca ccttattctt 180 

ctcagtcgct tactatctcc ttcacagatg gcgcgacaag atccgttccg gcacaccgtt 240 

gcacgtcgtc acgttaactg aattatccgc tattgtttta ctcattgctt cctttattta 300 

tttgttaggt ttctttggta ttgattttgt ccagtcgttt acttcgcgcg aaaacgaaca 360 

attgaataat gatgatcata atgttgttag tactaataat gtgttgtctg atagaaggct 420 

tgtttatgat tatggatttg atgtcactgg tgataatgat aatgataatg atgatgatgt 480 
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gattgttaag 


agtgttgtta 


gtggtgaggt 


gaattcgtat 


tcgttagagg 


cgagtttagg 


540 


tgattgttat 


agagcggcta 


agatacgtaa 


acgtgcggtt 


gaaaggatcg 


tagggaggga 


600 


ggttttaggg 


ttagggtttg 


aggggtttga 


ttacgagagt 


attttagggc 


agtgttgtga 


660 


gatgcctata 


ggttatgtgc 


aggtgccggt 


tggggtagcg 


gggcctttgt 


tgttgaatgg 


720 


cggggagttt 


atggtgccta 


tggcgactac 


ggaagggtgt 


ttggttgcta 


gtacgaatag 


780 


agggtgtaag 


gcgatatgtt 


tgtccggtgg 


ggcgacggcg 


attttgttga 


aagatgggat 


840 


gactagagcg 


cctgttgtta 


ggtttgccac 


tgcggagagg 


gcttcgcagc 


tgaagtttta 


900 


tttggaagat 


ggggtgaatt 


ttgacacgtt 


gagtgtcgtt 


ttcaataaat 


caagcagatt 


960 


tgctaggctc 


caaaatattc 


aatgctcaat 


tgccggaaag 


aatctatata 


tcagatttac 


1020 


ttgcagcacg 


ggtgatgcaa 


tgggaatgaa 


catggtgtca 


aagggtgtcc 


aaaatgtgtt 


1080 


ggattttctt 


caaaatgatt 


tcccagacat 


ggatgtgatt 


ggtatatctt 


ggaaattctg 


1140 


ttcggataaa 


aaacccactg 


cagttaattg 


gattgagggg 


cgtggaaaat 


ctgttgtgtt 


1200 


ccaagcagta 


atcactaaaa 


aggttgtgag 


aaaaagtgct 


ttaaaccccc 


agacctgcac 


1260 


ttgtagaacc 


ttaacatgct 


taagaccctt 


actggttctg 


ctattgctgg 


ttctcttggt 


1320 


ggatttaatg 


cacatgctgc 


atatcgtatc 


tgcagtcttt 


atagccactg 


gtcaggatcc 


1380 


ggeccaaaac 


attgagagct 


ctcactgcat 


aactatgatg 


gaagctgtca 


ataatggaaa 


1440 


agatctgcac 


gtaaatgtta 


ccatgccttc 


aatagaggtt 


ggcacagttg 


gaggagggac 


1500 


acaattagca 


tcacaatcag 


catgcttgaa 


cctacttgga 


gtcaagggtg 


cgtgcataga 


1560 


atcaccaggc 


tcaaacgctc 


aattgctagc 


aaggatagtt 


gctggttcgg 


tgttggctgg 


1620 


tgaattgtcg 


ttgatgtctg 


ccatatcagc 


tgggcagttg 


gttaaaagcc 


atatgaaata 


1680 


caacagatca 


agcagagaca 


tgtcagcaat 


tgcgtcaaag 


gtgtgaaagc 


ttttgcgatt 


1740 


tccttattta 


ttgtttgtgt 


gtattagtgt 


atgtataaaa 


ttcatttggg 


gtgtgcggtt 


1800 


ttgaagggtt 


atttataagt 


tggtattttt 


tgatcggtaa 


ttatttattt 


gctactgatg 


1860 


aaagtatcaa 


acttcttttc 


tttgcctcag 


ttaagcatcc 


gtttctgtaa 


aatcgaatt 


1919 



<210> 123 
<211> 2880 
<212> DNA 

<213> Candida utilis 
<400> 123 

ctggcggtgg tgcaacagta tatgagcaac gggttctcct acgatgaacc ggcagcggtt 60 
atgttctacc acggtgcaag cgcaaaccaa cattggattg cagttgacga cttgagcaaa 120 
gtcccagtgg atgtggacca ctacaacgtt gtcccattcc agttccgcag agctggcgag 180 
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tacaaggagc 


cggtgttatc 


aggaatcgtt 


gagttggatg 


aggtgaagtt 


tgttgtttct 


240 


cagtctgatg 


ccgctgagca 


atggcaacag 


ttgaccgctg 


aggacggcac 


tgtgtggcgt 


300 


tcaagagcgt 


atcacggcaa 


actgggtaag 


tactctgaca 


tggctgttgg 


tgctttcaat 


360 


aaggtgttga 


acttggtcag 


aggggccgaa 


acctttgaca 


ttgccctggt 


gacttgtgcg 


420 


tacattgcca 


tgttctatac 


actgtttaac 


ctctttgcta 


gaatgagggc 


agtcggctct 


480 


aaggtttggc 


taggattgtc 


aactcttgtg 


tcctcgttct 


ttgccttctt 


gtttgcactg 


540 


tacatcacca 


cgagggtgtt 


ggatctttca 


attcccttcc 


tctctttgtc 


tgaaggcatt 


600 


ccgttctttg 


tcgcagtggt 


tggtttcaac 


aacaagattt 


tgttggcaga 


gaaggttttg 


660 


caaaatcaac 


tcaacgctca 


atcatcgaag 


aacgatgctc 


caaccgttct 


gtatcaggca 


720 


ttaagggaac 


aaggcccatt 


gctcttgcgt 


gatcacttgt 


ttatgattac 


tgcattcttg 


780 


ggatgctcct 


tttacgcgtc 


gtacttggat 


ggactgaaga 


atttctgtat 


attggcagct 


840 


ctcatcctag 


cattcgatat 


actcaccacc 


tctaccttcc 


tatctgcaat 


cttatcactc 


900 


aagctggaaa 


ttaaccaaat 


acacagatca 


acgttgctga 


gagaacaact 


cgaagatgac 


960 


ggcttaactg 


aaaccacagt 


tgatgatgtt 


ctcaaatcca 


atagtctcgc 


tggaactaag 


1020 


actttcacag 


atgccccatc 


tactctggtt 


acagttgcca 


aggttgctgg 


tgtttcagtc 


1080 


ttctttggat 


tgcactttta 


tggatttgga 


tctgcttggc 


tatccgattt 


gagcgctggt 


1140 


aatgagacaa 


atgacacttt 


caccttatac 


gatgcggtcg 


cagatcaaat 


tcctattggt 


1200 


tcaaacggta 


ccttggttac 


tttattccca 


acacgttttt 


tcctccctga 


aaaactatcc 


1260 


acacaaattg 


aagccgtggt 


tctatcattc 


attggtctta 


tttcaactgc 


tgcccgtgat 


1320 


aaatacatct 


caaaattcat 


tctctttgca 


tttgccgttt 


ctgcatccat 


caacgtctac 


1380 


cttttgaacg 


ttgcccgtat 


ccataccaca 


agattggagg 


atgcaatcga 


attgaaaaag 


1440 


ccaaagaaga 


aagcttcgaa 


gacagctgtc 


agtgttccta 


aagctgttgt 


ggttaaagat 


1500 


tcagaaacta 


caaaatcctc 


ggaaatcttg 


cactcatctt 


ctgagagtga 


atctgagcaa 


1560 


tcttcacgtc 


cacttgaaca 


agttattgag 


ttatacaagg 


atggtaaagt 


taagaccctt 


1620 


gttgacgatg 


aagttgtatc 


ccttgttact 


gctggtaagt 


taccactgta 


tgctctagag 


1680 


aaacaattgg 


gtgataactt 


gagagccgtt 


gctattcgtc 


ggaaagccat 


ctctgatctt 


1740 


gcagatgctc 


cagtcttgag 


aagcaataaa 


ttaccatact 


tgcactatga 


ttacgatcgt 


1800 


gtatttggtg 


catgt tgtga 


aaatgttatc 


ggttacatgc 


cattaccagt 


cqqtqtcqct 


1860 


ggtccattga 


ttattgatgg 


caagccgtac 


catattccaa 


tggcaaccac 


agagggttgt 


1920 


cttgttgctt 


ctgctatgcg 


tggttgtaaa 


gccattaatc 


ttggtggcgg 


tgtaacaacg 


1980 


gttttgacta 


aagatggtat 


gacgcgtgga 


ccatgtgtta 


aattcccaag 


tttgaaacga 


2040 
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gcaggtcaat 


gtaagctatg 


gttggactcc 


gatgagggcc 


aagaagaaat 


gaagaaagcc 


2100 


ttcaactcta 


cttccagatt 


tgccagactc 


caacatttgc 


aaactgctct 


tgcgggtgac 


2160 


ttgttgttca 


ttcgtttcag 


aaccgtcact 


ggtgatgcta 


tgggtatgaa 


tatgatttcc 


2220 


aaaggtgttg 


aatatgctct 


taaacaaatg 


acggaggtgt 


ttggatggga 


cgatatgatg 


2280 


gttgtttctg 


tttctggtaa 


ctactgtacc 


gataaaaaac 


cagctgctgt 


taactggatc 


2340 


aatggtcgtg 


gtaaaagtgt 


tgttgccgag 


gcttccatac 


caaaggatgc 


tgtggttaaa 


2400 


gttttgaaaa 


gttctgttaa 


agctgttgtt 


gatgttaatg 


tcaacaagaa 


cttgatcgga 


2460 


tcagctatgg 


ctggtagtgt 


tggtggtttc 


aatgcccaag 


ctgctaatat 


ggttaccgca 


2520 


gtttatttgg 


ctttgggtca 


agatccagcc 


caaaacgttg 


aatcttccaa 


ctgtattaca 


2580 


ctaatgactg 


aaacggagga 


cggagatttg 


aaagtttctg 


tttccatgcc 


atctattgaa 


2640 


gtcggaacca 


ttggtggtgg 


taccatcttg 


gacccacagg 


gatccatgct 


tgaacttctc 


2700 


ggagtacgtg 


gaccagctga 


tgttccagga 


gaaaatgccc 


gtcaactggc 


taaaatcgtt 


2760 


gcatctattg 


ttctttccgg 


tgaattatcg 


ctagttagcg 


cacttgcagc 


tggtcatttg 


2820 


gtgcagagtc 


atatgcagca 


caacagagcc 


gctgctaaga 


aataagcata 


cgactcacca 


2880 



<210> 124 

<211> 1470 

<212> DNA 

<213> Candida utilis 

<400> 124 



atgatccata 


ccacaagatt 


ggaggatgca 


atcgaattga 


aaaagccaaa 


gaagaaagct 


60 


tcgaagacag 


ctgtcagtgt 


tcctaaagct 


gttgtggtta 


aagattcaga 


aactacaaaa 


120 


tcctcggaaa 


tcttgcactc 


atcttctgag 


agtgaatctg 


agcaatcttc 


acgtccactt 


180 


gaacaagtta 


ttgagttata 


caaggatggt 


aaagttaaga 


cccttgttga 


cgatgaagtt 


240 


gtatcccttg 


ttactgctgg 


taagttacca 


ctgtatgctc 


tagagaaaca 


attgggtgat 


300 


aacttgagag 


ccgttgctat 


tcgtcggaaa 


gccatctctg 


atcttgcaga 


tgctccagtc 


360 


ttgagaagca 


ataaattacc 


atacttgcac 


tatgattacg 


atcgtgtatt 


tggtgcatgt 


420 


tgtgaaaatg 


ttatcggtta 


catgccatta 


ccagtcggtg 


tcgctggtcc 


attgattatt 


480 


gatggcaagc 


cgtaccatat 


tccaatggca 


accacagagg 


gttgtcttgt 


tgcttctgct 


540 


atgcgtggtt 


gtaaagccat 


taatcttggt 


ggcggtgtaa 


caacggtttt 


gactaaagat 


600 


ggtatgacgc 


gtggaccatg 


tgttaaattc 


ccaagtttga 


aacgagcagg 


tcaatgtaag 


660 


ctatggttgg 


actccgatga 


gggccaagaa 


gaaatgaaga 


aagccttcaa 


ctctacttcc 


720 


agatttgcca 


gactccaaca 


tttgcaaact 


gctcttgcgg 


gtgacttgtt 


gttcattcgt 


780 
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ttcagaaccg 


tcactggtga 


tgctatgggt 


atgaatatga 


tttccaaagg 


tgttgaatat 


840 


gctcttaaac 


aaatgacgga 


ggtgtttgga 


tgggacgata 


tgatggttgt 


ttctgtttct 


900 


ggtaactact 


gtaccgataa 


aaaaccagct 


gctgttaact 


ggatcaatgg 


tcgtggtaaa 


960 


agtgttgttg 


ccgaggcttc 


cataccaaag 


gatgctgtgg 


ttaaagtttt 


gaaaagttct 


1020 


gttaaagctg 


ttgttgatgt 


taatgtcaac 


aagaacttga 


tcggatcagc 


tatggctggt 


1080 


agtgttggtg 


gtttcaatgc 


ccaagctgct 


aatatggtta 


ccgcagttta 


tttggctttg 


1140 


ggtcaagatc 


cagcccaaaa 


cgttgaatct 


tccaactgta 


ttacactaat 


gactgaaacg 


1200 


gaggacggag 


atttgaaagt 


ttctgtttcc 


atgccatcta 


ttgaagtcgg 


aaccattggt 


1260 


ggtggtacca 


tcttggaccc 


acagggatcc 


atgcttgaac 


ttctcggagt 


acgtggacca 


1320 


gctgatgttc 


caggagaaaa 


tgcccgtcaa 


ctggctaaaa 


tcgttgcatc 


tattgttctt 


1380 


tccggtgaat 


tatcgctagt 


tagcgcactt 


gcagctggtc 


atttggtgca 


gagtcatatg 


1440 


cagcacaaca 


gagccgctgc 


taagaaataa 








1470 



<210> 125 

<211> 5785 

<212> DNA 

<213> Oryza sativa 

<400> 125 



agtactattc 


atattttatc 


atcccataac 


aataaaaatg 


caaattatca 


aaaaaattca 


60 


aataagacgg 


acgattaaag 


ttgggcatga 


aaacttatgg 


ttgtacttaa 


aatgggacag 


120 


aggaagtata 


agccagttat 


aacgcaatat 


gtgtatgaca 


ggtaggacca 


tgtacatata 


180 


ctacactatt 


aatatctggt 


ctcagcatca 


taaacatatt 


acatcttgga 


atccgtgctg 


240 


cagcttgcta 


taaatctgta 


gttcgttgct 


cttctttttt 


cttctttttc 


ttcttagatg 


300 


tgtttatagc 


tgactgcaat 


tggacctgct 


cttagatgaa 


gatagtcagc 


tacacagaaa 


360 


aaaaatgctt 


atattggtag 


acggaggcga 


taatccttgt 


catacggtga 


ttgatcgtaa 


420 


gaaatttcca 


ctttgccaaa 


caagaccttt 


taagtgggcc 


cgggaagagg 


cggtaatcgc 


480 


accgggaatg 


ggccggggcc 


cgctcggcta 


atccgcttat 


taaaagggcc 


catcttaccc 


540 


cggcccccaa 


tactcccccg 


tggccgcccg 


cgcctcgagg 


ccccgacaca 


cccgctcccc 


600 


caccacctcg 


cgctcgcggc 


ggccaccggc 


gcggcggcgg 


cggcggcgtg 


ccttgccttg 


660 


cctagctcgc 


tggtgccatg 


gaggtgcgcc 


gcagggcgcc 


gctgccgccg 


ccgcccggga 


720 


gggtgcaggc 


gggcgacgcg 


ctgccgctgc 


cgatccggca 


cacgaacctg 


atattctcgg 


780 


cgctgttcgc 


ggcgtcgctg 


gcgtacctga 


tgcggcggtg 


gcgggagaag 


atccggtcgt 


840 


cgacgccgct 


gcacgtggtg 


gggctcgccg 


agatgctcgc 


catcttcggc 


ctcgtcgcct 


900 
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cgctcatcta 


cctcctcagc 


ttcttcggca 


tcgccttcgt 


gcagtccatc 


gtctcctcca 


960 


gcgacgacga 


ggaggaggac 


ttccttgtcg 


ggcccgcccg 


tggctcctcc 


gcggcggcgg 


1020 


ccgtcgcgcc 


gcgcgcgcct 


tcttctccgg 


cgcagtgctc 


gctgctgggt 


agcccccacg 


1080 


acgatgccgc 


gcgggagaga 


atgccggagg 


aggacgagga 


gatcgtgtcg 


tcggtcgttg 


1140 


ccgggaaggt 


cccctcctac 


gtgctggaga 


ccaagctcgg 


ggattgccgc 


cgcgcagccg 


1200 


gaatccggcg 


cgaggcggtc 


cggcggatca 


ccgggaggca 


gatcgagggg 


ctcccgctcg 


1260 


acggattcga 


ctacgcctcg 


atcctcgggc 


agtgctgcga 


gctcccagtg 


gggtacgtgc 


1320 


agctccccgt 


cggcatcgcc 


gggccgctcc 


tgctcgacgg 


ccagcggttc 


tacgtcccca 


1380 


tggccaccac 


cgaggggtgc 


ctcgtggcca 


gcacgaaccg 


cggctgcaag 


gccatcgccg 


1440 


agtccggcgg 


cgccgtcagc 


gtcgtgctcc 


gcgacgggat 


gacgcgcgcc 


cccgtcgccc 


1500 


gcctccccac 


tgctcgccgc 


gccgccgagc 


tcaaggcctt 


cttggaggat 


tctgtcaact 


1560 


tcaataccct 


ctccatggtc 


ttcaataggt 


acaacattca 


cccataaacc 


atactccctc 


1620 


cgtcccaaat 


aaaaaccatc 


aattgttcat 


attcatagcc 


aagatgtttt 


ttttttgttt 


1680 


ttttgagatg 


aatggcgtag 


atggcaatgt 


gctttttgat 


taatagctga 


ctgctgcata 


1740 


agtctcattc 


gtcctattca 


actgactttt 


gtgaattagt 


acggcaaatg 


gtacaggatt 


1800 


aatgctcctc 


tccttttcgt 


gaattagtac 


ggcaaatggc 


acaggattaa 


tgctcttctc 


1860 


gtggtaccat 


acttcgctat 


gccactagtt 


agcatcagtt 


aattactgga 


gtactagcca 


1920 


aagaaaatga 


tcgtccaact 


catatttact 


cttaggttgt 


gtttggataa 


tgggaaatga 


1980 


ggggtgggat 


taggattggg 


aaatgaatga 


agggttagga 


ttaaatggat 


gagggagaat 


2040 


gaatggttaa 


gatttaaaga 


ggggtgggaa 


atcatttccc 


ttagacattt 


gccaaacact 


2100 


gccttagttg 


ttgtatacta 


gccaaccgaa 


ttcttatgta 


catgtcgcaa 


gttacaggta 


2160 


tggcgcaatt 


attttgcaaa 


agaactctta 


tgaactatga 


catgatgagt 


gaattgtact 


2220 


caaaatttca 


aatttgagca 


ggtccagtag 


attcgcgagg 


ctgcaagggg 


tacaatgtgc 


2280 


catggctggg 


aggaacctgt 


acatgagatt 


cagctgctgc 


acgggggatg 


ccatggggat 


2340 


gaacatggtc 


tccaagggcg 


agcagaatgt 


gctggattac 


ctccaagatg 


acttccctga 


2400 


catggatgtt 


attagcatct 


caggtaagca 


gctttgctcc 


tctgcctctt 


ttgcacaaat 


2460 


aatccacacc 


agattctgct 


ggtcatctgg 


ctataatttt 


gtactgaact 


taatacttgt 


2520 


acgaaaaaaa 


aacgctatca 


tagttgaaag 


agaaccatgg 


caagaatgtt 


cgaataacaa 


2580 


taagactgaa 


caaccttttg 


gcaatataca 


agtaagaagt 


accttgaaga 


tgacatcaaa 


2640 


atgctgaaat 


atgcgcatgt 


tctctgcaac 


taagcccttt 


aaaaccagat 


ggttagtgag 


2700 



25156216 



- 175- 



ccaactcggc 


atgatgtaga 


atgatcaatt 


acattacggc 


acacttgttc 


aaatgacagg 


2760 


atttagaaag 


tgacaggact 


ttgaaagctt 


gctttattgg 


taaaaaaggc 


acattctttt 


2820 


acgcgcttgg 


tctgatgact 


tcaattaata 


tacacattag 


ctggaacttt 


ttctgaactt 


2880 


catgcacact 


tgaatgttca 


ggagatagtt 


tgctcaagaa 


aaaccaaaag 


agatgacatt 


2940 


tgatgcaggc 


acgtaactgc 


atccttttgt 


ttttagaatg 


ctaacagctc 


cagtgtattg 


3000 


tgcatatctt 


atttggctgt 


actagtatat 


actgacttca 


ctaacttaac 


agagagcata 


3060 


taactcaaca 


atatgaacct 


gattagtaaa 


accaagtgtg 


ccctgtcaaa 


tatccgaata 


3120 


caacccaatg 


ttcaatatct 


tctaataaat 


atatttattg 


ttggaccggc 


tgaatttatt 


3180 


gaggttgaga 


aagggctaca 


gggtacagac 


atgatcaaca 


acagggttgt 


tggtctgaac 


3240 


tctaggctgc 


acagcatcag 


gctgctctaa 


accaggctga 


aaatttctac 


cacattttca 


3300 


tgattcatgt 


tcttccatta 


atcttaagct 


tatgaaacca 


ggtaactttt 


gctctgacaa 


3360 


gaagccagct 


gctgtgaatt 


ggatcgaagg 


gcgcggtaaa 


tctgtggttt 


gtgaggcagt 


3420 


aatcaaggag 


gatgtagtca 


aaaaggtgct 


gaagaccaat 


gtgcaatcgt 


tggtagagct 


3480 


caacgtgatc 


aagaatcttg 


ctggttcagc 


tgttgctggg 


gctcttgggg 


gtttcaatgc 


3540 


ccatgctagc 


aatattgtaa 


ctgcaatctt 


catagccact 


gggcaggatc 


ctgcccagaa 


3600 


tgtggaaagc 


tctcactgca 


tcacaatgtt 


ggaagctgta 


aatgatggca 


gagaccttca 


3660 


catctccgtt 


actatgccat 


caattgaggt 


atgcatacaa 


tatcattttt 


tatagttaag 


3720 


cgttcagtat 


caggttttgt 


gctgataaca 


cactttacct 


aaaatatgtt 


ggcccctact 


3780 


ttggttttta 


tttggcaaga 


aatgctctgc 


acgtttctta 


tggtccccaa 


tgtgtgctaa 


3840 


tgcttagctt 


gcacatcctt 


tgccacgaat 


tgttgaccgt 


tttcgtttag 


caaaactctg 


3900 


tccataatca 


atgttggtat 


catgcaaaat 


tgatttactg 


ccatctcagc 


ctgcttgtcc 


3960 


atggtgtcca 


gtactgcacc 


ccctgttacc 


acttgactct 


gatgaaatgt 


gttgaaacca 


4020 


aattatatag 


gctcaaatgt 


cttacctgac 


ctccacgtta 


tcgtagctct 


acagggtaca 


4080 


gactgcgata 


tttcctattg 


ttctacattc 


gctatacacg 


gtcggcattc 


tggctacggt 


4140 


tacacttctc 


cgtcagctca 


atcagctgtt 


tttatcagag 


aaatcttttc 


catgtcttct 


4200 


caacgaaaag 


gaatctttct 


tgcttgattt 


tcctagcaac 


ccgctggctc 


aagcaggttt 


4260 


tgaacgtaac 


tctagtcgct 


tattgtgatg 


ttgtgccttg 


tcaggatgag 


gtgggatcgc 


4320 


gtattctatc 


cttcttcatg 


tttgttgttt 


gtttctgaga 


gcatataccg 


acagtgtgct 


4380 


gcctaagata 


cttgcataat 


gacacttaaa 


gcatgcatat 


caggtacaaa 


aatgattaac 


4440 


atgttgcatt 


tctttttgaa 


aaatgcaggt 


gggcacagtt 


gggggaggga 


ctcagctggc 


4500 


gtcacaggct 


gcttgcttgg 


acctgctcgg 


cgtgaaaggc 


gcgaacaggg 


aatccccggg 


4560 
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atcaaacgcg 


aggctcctgg 


ccaccgtggt 


ggcaggtggt 


gtccttgccg 


gggagctgtc 


4 620 


cctcctatct 


gcactccgcg 


caggccagct 


tgtcaagagc 


cacatgaaat 


acaacaggtc 


4680 


cagcaaagac 


atgtccaagg 


tgatttccta 


gtcctagtag 


ttcgaggttt 


ggatcgttga 


4740 


attggaaaga 


aagaaagaaa 


aaatggatag 


attcagaatg 


aagtgaattt 


catgtcctgt 


4800 


gaaatgggtg 


gctttcttaa 


gaggtcaagg 


gctcatcaaa 


caaaagtgaa 


ggacagtgaa 


4860 


gtttacggtg 


acatcgtcat 


ggctgctgat 


gctgatacaa 


acagttcttg 


ttccgaggtt 


4920 


tgtgctattt 


atttcttgat 


gtttggtggt 


attggccggt 


ctgctgctga 


gtcatgaaac 


4980 


cggtcgttct 


ccggcgtgct 


gtcatcgacc 


ccattttaca 


actgggaggc 


taactttggt 


5040 


cttggtgttg 


ataaacaata 


atgttgataa 


ataggccatg 


gttggtaggt 


actggactac 


5100 


tggtggacga 


cgggcctccc 


tcgttgcttc 


acgaagctgt 


ccactttcca 


gctttgcttt 


5160 


agtaattact 


ttcgctttgt 


tttaatcctt 


ttttgagtag 


tttttctcca 


ttatttcctc 


5220 


gtcggtcaga 


actcagaacc 


ctgtcgaagc 


ttagtgatgt 


ggtaattttg 


taaaaaaaga 


5280 


tgtgttgcta 


agtggctcct 


ctccattgtg 


tatgaaactc 


tctctgtttc 


tttccttttt 


5340 


gtaccgattc 


tctggctaat 


tccgggatct 


gaatgaatgg 


tcgagacgtt 


gaagtgtcac 


5400 


actcttacgc 


gcctctatca 


tcatctccct 


cactagcatg 


tctggttttg 


ctttaataat 


5460 


agaaattgtt 


tatatctcga 


cagtggacat 


cgacatgtta 


actcggtgaa 


cattcacatt 


5520 


ggcatgtcta 


agattgacgt 


tgctcagttg 


gtgtgctcat 


agtgagaggt 


agtgcgcgag 


5580 


cgt ctagtca 


caagtcactt 


gcaaggcatt 


aacacgtgtg 


cagaaatacg 


tatgca tatg 


5640 


tgtgtagtgg 


tatgtgcaca 


cgcatccctg 


tcccttcagg 


aaacatttag 


catatctaat 


5700 


tggatgaaca 


tttggcatga 


cgtggagaaa 


ccgatcctca 


tgggccatgg 


tcctcgggct 


5760 


cacctcagct 


ctagtgatcc 


tcgag 








5785 


<210> 126 

<211> 2440 

<212> DNA 

<213> Cucumis melo 












<400> 126 
ctaacgcttc 


tcttcctcta 


ttttttcttt 


ctctgttctc 


gccggagaaa 


aacatcccca 


60 


atggaccgcc 


ggcgttctct 


ccgaccaccg 


cgtcccaacg 


ccgtacagga 


tgctgatgcc 


120 


acctgtacct 


tccgtcggga 


cgaacaagac 


gcatcggcgg 


ccgaccactt 


gaaaagagca 


180 


tcgcctaaag 


cttccgatgc 


tcttcccctt 


cctctctacc 


tcaccaacac 


aatcttcttc 


240 


acccttttct 


tctccgtcgc 


ttattatctt 


cttcaccgat 


ggcgcgataa 


gatccgaaac 


300 


tctacacctc 


ttcacgtcgt 


tacgctctcc 


gaaatcgccg 


ccattgtttc 


tctcatggct 


360 
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tccttcattt 


atcttcttgg 


atttttcggt 


attgactttg 


ttcagtcttt 


catagcgcgt 


420 


tcctctcccg 


atgcctggga 


tcttgaagat 


gaaattgatc 


gaactcttct 


catcgacaac 


480 


aatcgctatg 


ctgcacctcg 


ttccgcgtct 


gctgtcgctt 


tgccgtccaa 


agtggtcgac 


540 


gccgaggctt 


tgaatacaat 


tccattgccg 


gaggaggacg 


aagaggttgt 


gaaaatggtt 


600 


gtggatggtt 


ctgttccttc 


gtactcgttg 


gaatcgaaac 


ttggggatcc 


gaaacgagcc 


660 


gcttccattc 


gccgtgaggc 


actgcagagg 


acgactggaa 


ggtcgatcca 


tggacttcca 


720 


tttgaaggat 


tcgattatga 


gtctatttta 


gggcagtgct 


gcgaaatgcc 


ggttgggtat 


780 


gttcagattc 


cggtgggaat 


agcgggacct 


ttgttgctgg 


atggattcga 


gtacaccgtg 


840 


ccgatggcta 


cgacggaggg 


ttgcttggtg 


gccagcacca 


atagaggttg 


caaagcgatc 


900 


tatgcgtctg 


gtggagcaac 


gagcatgttg 


ttgaaagatg 


ggatgaccag 


agcgccggtt 


960 


gtaagatttg 


ggagcgccaa 


aagagcatct 


gaattgaaat 


ttttcttaga 


ggatcctagt 


1020 


aattttgata 


ccttggccgt 


cgttttcaac 


aggtctagta 


gatttgctag 


gcttcaaagt 


1080 


atccgatgct 


ctattgctgg 


gaagaatctt 


tatgtaagat 


tttgttgcag 


cacaggcgac 


1140 


gccatgggaa 


tgaatatggt 


gtctaagggt 


gtccagaatg 


tccttgaatt 


tcttcaacat 


1200 


gatttctcgg 


atatggaagt 


cattggtatc 


tctggaaact 


tttgtgctga 


caagaagcct 


1260 


gctgccgtga 


attggattga 


aggacgagga 


aagtctgtgg 


tctgtgaggc 


agtaataaag 


1320 


gatgaggtgg 


tgaggaaggt 


attgaaaacc 


agtgttgcga 


gtctagtaga 


gcttaacatg 


1380 


cttaagaatc 


taactggatc 


tgcaatggct 


ggcgctcttg 


gtggttttaa 


tgctcattcc 


1440 


agcaatattg 


tatccgctat 


tttcttagca 


actggtcaag 


atccagcaca 


aaatgtggag 


1500 


agttctcact 


gcatcactat 


gatggaacct 


gttaacaacg 


gcagagattt 


gcacatctct 


1560 


gtcacaatgc 


cttccattga 


ggttggtact 


gtcggaggtg 


gaactcaact 


tgcatctcaa 


1620 


tccgcttgtt 


tgaatcttct 


tggtgtgaag 


ggtgctagca 


aagagtctcc 


gggagccaac 


1680 


tcaaggcttt 


tagccaccat 


tgtggctggc 


tctgttcttg 


caggtgagct 


atccctcatg 


1740 


tctgctatag 


cagctggaca 


acttgtgagg 


agtcacatga 


aatacaatag 


atctagcaga 


1800 


gatgtatcaa 


aacttgaatc 


ataaaaggta 


ttagatcaac 


aaaagggtgg 


gatccagtag 


1860 


agatagaaat 


aaaaggggaa 


aagatttgga 


tctttttggt 


ggaagtagca 


aagaaaatat 


1920 


ggcttctggc 


tggtttacat 


gtgatttcca 


gagactagcc 


tagctggaag 


gtggccccca 


1980 


tcgaggaaga 


catacaacat 


ggttggataa 


aactctttct 


gtggttcatc 


tagacatatt 


2040 


gtgtgccccc 


acgaagatat 


tcggtgtgtt 


atctttctgt 


ttgttttgca 


aagaaaagaa 


2100 


aaagaaaaaa 


aaaaagaata 


atttatattt 


attctcattc 


gttagccttc 


ctgacatttg 


2160 
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aaaaacttga 


tgattctcgt 


tggtgttgtt 


atctgtttgt 


agatttgtag 


acgatggtgg 


2220 


gggaagagag 


gggcttagtt 


tttatgtatg 


ataattatgt 


ttctttgtac 


gtattgcttt 


2280 


ggtcaagtta 


tggtggtggt 


tgttgtaacc 


ttgttatggt 


tgtaaaacct 


tgataacttc 


2340 


agattgtggt 


tctaaaccat 


tcactgtaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


2400 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 


aaaaaaaaaa 






2440 


<210> 127 
<211> 470 
<212> DNA 
<213> Glycine max 












<400> 127 
gagggacgtg 


ggaaatcagt 


tgtttgtgaa 


gcaatcatca 


aagaagaagt 


ggtgcagaag 


60 


gtattgaaga 


ccaacgtgtc 


tgccctggtg 


gagcttaaca 


tgctaaaaaa 


ccttgctggt 


120 


tctgctgtcg 


ctggtgctct 


tggtgggttt 


aatgctcatg 


ctagtaacat 


tgtttctgcc 


180 


atctttatag 


ccactggcca 


agatccagct 


caaaatgttg 


agagttccca 


ttgcataacc 


240 


atgatggaag 


ccatcaatga 


tgggagggac 


cttcacatct 


cagtgaccat 


gccctccatt 


300 


gaggtgactt 


ggcccacccc 


atcttttctt 


agatattatt 


actcttgtat 


aattggttaa 


360 


ttttccaatt 


caatagctaa 


ggtttatatg 


attcattatt 


gtgctctcag 


gtgggtactg 


420 


ttgggggtgg 


aactcaactt 


gcatcccaat 


ctgcttgctt 


gaatttactt 




470 


<210> 128 
<211> 388 
<212> DNA 
<213> Mus 


musculus 












<220> 

<221> misc feature 

<222> (1) . . (388) 

<223> n equals unknown 










<400> 128 
tgaggatcct 


gacactgaac 


tgaagcgcgg 


gcattgggtt 


ctcaaggact 


aacatgcaat 


60 


ctgtgaatta 


aaaatctcaa 


tgcactgtct 


agtggaagat 


gaatggacat 


gatcagtgac 


120 


acccctgctt 


ggtttctggc 


gctttcagag 


acgtctgagg 


ttctttgcat 


agagactcct 


180 


cagatgtgga 


aactctggtt 


ctttccgtgc 


tgtgttctgg 


aaagatctca 


cgtggatggt 


240 


accggtgctc 


tgagcaccac 


agatgtgagc 


tacangttcg 


tttctgaaag 


ctaccacaag 


300 


ctggaaactg 


gtgatcagtg 


tggggctcac 


ctctccgtgg 


gttaaaaatg 


gttttaaatg 


360 


acactgtagc 


tgacagaact 


tctgatct 








388 
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<210> 129 

<211> 1305 

<212> DNA 

<213> Schistosoma mansoni 

<400> 129 



cgttcaagta 


acaaagctgg 


ttttagaagt 


aaagtcgcct 


atgagttacg 


attatctgtg 


60 


attatacaca 


gtcgaacctt 


gagattgcat 


acgatatctt 


tatcaagtgc 


taagctcttt 


120 


atttgggagt 


gataaagtct 


taagacaagt 


acatatggga 


tactctattc 


taaaacataa 


180 


tagtaaaata 


agtatttgga 


aaaggtctcc 


tgtgactcat 


tctgcttcta 


actctatttc 


240 


tttggcaggc 


tagtagactt 


cccactcctg 


tttactcatt 


ttagttcttg 


tactttaatc 


300 


catttgcttt 


tatttcatgt 


tcattctttt 


aatttgttct 


tttgttctag 


attttagtat 


360 


caactggatt 


tgaactgttc 


gcaattattc 


ccatttactt 


acaggaaaaa 


ttgagtattc 


420 


gtagattagg 


caacgttttg 


ctgcttgaca 


atttacctgt 


aggctttata 


ttctgaggta 


480 


taaatatgct 


caaaatacta 


aatactgtac 


tgttattttt 


cgattgtttt 


tcaactggaa 


540 


cctttttcgt 


gctcttgatt 


tacctcttta 


ccagacttcg 


tacacatttg 


cttcattttt 


600 


cgtcatcgaa 


ttgtcattta 


gatgtgataa 


tttatcaaag 


ccgtgccgtt 


atcatttttc 


660 


ttgtagtatt 


tgtatacttc 


attggtgttt 


tgacatgtaa 


aataaacgat 


aaaattttgg 


720 


tccatacaat 


gctgaggaat 


aaaaggcagt 


taaatactct 


gttttataca 


cttatccttt 


780 


tcactttcgc 


cctatgctca 


ttatcctcag 


ttttatttgt 


accgtatacc 


agttttgcta 


840 


tatttctact 


ctccacctcg 


gtcttcttgt 


tattttcaga 


cttgtctgta 


ttttttattg 


900 


tactggaggt 


aagctgttcg 


ttttcaattt 


caatcacttt 


atttttagta 


ctatttgttg 


960 


gaaattgaat 


tggtgaatta 


tgaacatgct 


aaacgccatt 


gtttactcag 


tcatttattt 


1020 


tcaaaccaat 


tatttgtgga 


tcatatgctt 


ggtatgtttc 


taaaaacttc 


attgttcagc 


1080 


atcagtacta 


catcaaaata 


tgcatacttg 


gaaagtatct 


ttaaatgtac 


tttgatggag 


1140 


caaattattt 


acattatgat 


tgtatttgtt 


ttcctaccat 


catttatgag 


gatatttgcg 


1200 


tcgtatgcga 


aaagaatgta 


cggtgaacaa 


aaagtgctta 


gtgtcgaagt 


cagtaatgtt 


1260 


gaattttctc 


taacttcgtg 


tgttttggtt 


tagtttgctt 


tgata 




1305 


<210> 130 
<211> 933 
<212> DNA 

<213> Schistosoma mansoni 










<400> 130 
caccttctgt 


tgatagattc 


aaaacgagac 


tggacctcca 


cagtgtaaca 


aaatgaaggg 


60 


attaaaatag 


gtcaaaagac 


ctcctatcct 


tattactgaa 


gactgactga 


aggcggcaaa 


120 
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aacaaagagt 


tacgctgtaa 


cggtattagg 


aatccttgca 


tgcgacgtta 


ccaatgcgag 


180 


tttttcttat 


tgcagggcag 


caaagagtaa 


acgtactgga 


agaagaggaa 


caagccttac 


240 


gcaagctaaa 


ctttcagaac 


actggataaa 


actattttgt 


aataagtttt 


ccctttttgt 


300 


aatcgaattg 


tgtctttcaa 


ttttaaaaat 


atatctgttg 


tgccagtaca 


ctgcgttctt 


360 


actttagagg 


catttaccgg 


tcctgactgt 


tgtgttgttg 


tttcagatct 


ctcctgctcc 


420 


taagttaacg 


ctaacatata 


aaatcttacg 


acgcatcagg 


caatatagta 


acgcggagta 


480 


cttcttcaga 


tgttctttat 


gatgaggctt 


aggaattaaa 


atatccccaa 


gaaccacatc 


540 


cttacatcac 


tattagccag 


agaagaaatg 


ctaccatcac 


agtatttcgc 


tacagatgct 


600 


tttcatctca 


gtcctttcgt 


ttcatattct 


caatgttcat 


tcttctgtat 


catcgtaagt 


660 


acttcagtat 


ttcacgttct 


cttcggtttt 


ctccgtcatg 


ttaatgtggc 


attttgactt 


720 


gtgctactca 


cgtctgacag 


gtccccgttg 


ataatgacag 


actggatgat 


agttttacca 


780 


gtcacatttg 


tcagtttaga 


acgaagattc 


gcgatgtggt 


tcggtgcctt 


tatttctaaa 


840 


gctaaaattc 


actagtgtat 


cctatttaaa 


tcgaaactta 


tcgagtccag 


tggtaaatgt 


900 


agtcagaaac 


actcagagtc 


tacataatac 


att 






933 


<210> 131 
<211> 324 
<212> DNA 

<213> Solanum tuberosum 










<400> 131 
aaacagagca 


caagtactca 


aaaattacaa 


atttggcaaa 


acaccggtgt 


tcctatcgga 


60 


aaatcaacta 


aatttacaat 


ggacgttcgc 


cggcgacctg 


ttaagcctct 


atacacatct 


120 


aaagatgctt 


ccgccggcga 


acctctgaaa 


caagaagttt 


cttctcctaa 


agcatcttat 


180 


gcgcttccac 


tcccattgta 


cctaaccact 


gggttgtttt 


tcaccatgtt 


ttctctgtta 


240 


tgtattttct 


tctcgtaagg 


tggcgtgaga 


agatccgtaa 


ttctattcct 


cttcatgtgg 


300 


ttaccctttc 


tgaattgtta 


gcta 








324 


<210> 132 
<211> 325 
<212> DNA 

<213> Solanum tuberosum 










<400> 132 
aaacagagca 


caagtactca 


aaaattacaa 


atttggcaaa 


acaccggtgt 


tcctaccgga 


60 


aaatcaacta 


aatttacagt 


ggacgttcgc 


cggtgacctg 


ttaagcctct 


atacacatct 


120 


aaagatgctt 


ccgccggcaa 


acctctgaaa 


caagaagttt 


cttctcctaa 


agcatttgat 


180 


gcgcttccac 


tcccattgta 


cctaaccact 


gggttgtttt 


tcaccatggt 


tttctctgtt 


240 
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atgtattttc ttctcgtaag gtggcgtgag aagatccgta attctattcc tcttcatgtg 
gttacccttt ctgaattgtt agcta 



300 
325 



<210> 133 
<211> 3800 
<212> DNA 

<213> Candida utilis 
<220> 

<221> misc_f eature 
<222> (1) . . (3800) 
<223> n equals unknown 

<400> 133 

aaacgttgaa cgcgaaacga ccaccaccgc gcagagctgt acgaaacaca gcgaaaaagt 60 

agcgaaaaaa ggccactata cacaaaaatt gtcatcaact gntgcgctct cgagagaagt 120 

tttcatcatc agatcaattg caataacagc acattgttca attaaccgga cattccaaga 180 

gcgttttttc ctctgagaaa tacatcgtgt gtcctgtgga acctgtgtga taaagaaact 240 

cgaacaaatt tccgtgccag tttcccattc cacggtcgaa ctgtctgtct ttcattattt 300 

tgttgagctt ttcgagggga agaaatatca ccagcgtacc cagtgaacgg agaattggtg 360 

tttatccacg cggcccaatc acaaacgagt atatattcat acgcagtgca gcaacccact 420 

ttaccagtac acgctttgtt gagagagtgg actagtgacg ataccgcaaa ataaggcaaa 480 

aagaaggaac cgctatgaac agtgcacaac cattcaagcc attggcctcg ctgttggcgt 540 

ttgttgggag gatctcagcg cgtcatccga tccacacgct catcgtgtca tcagtgcttg 600 

ccgccgtggc gtacctggcg gtggtgcaac agtatatgag caacgggttc tcctacgatg 660 

aaccggcagc ggttatgttc taccacggtg caagcgcaaa ccaacattgg attgcagttg 720 

acgacttgag caaagtccca gtggatgtgg accactacaa cgttgtccca ttccagttcc 780 

gcagagctgg cgagtacaag gagccggtgt tatcaggaat cgttgagttg gatgaggtga 840 

agtttgttgt ttctcagtct gatgccgctg agcaatggca acagttgacc gctgaggacg 900 

gcactgtgtg gcgttcaaga gcgtatcacg gcaaactggg taagtactct gacatggctg 960 

ttggtgcttt caataaggtg ttgaacttgg tcagaggggc cgaaaccttt gacattgccc 1020 

tggtgacttg tgcgtacatt gccatgttct atacactgtt taacctcttt gctagaatga 1080 

gggcagtcgg ctctaaggtt tggctaggat tgtcaactct tgtgtcctcg ttctttgcct 1140 

tcttgtttgc actgtacatc accacgaggg tgttggatct ttcaattccc ttcctctctt 1200 

tgtctgaagg cattccgttc tttgtcgcag tggttggttt caacaacaag attttgttgg 1260 

cagagaaggt tttgcaaaat caactcaacg ctcaatcatc gaagaacgat gctccaaccg 1320 
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ttctgtatca 


ggcattaagg 


gaacaaggcc 


cattgctctt 


gcgtgatcac 


.i— *~ j_ -i— j_ _ i. 

ttgtttatga 


1 O O ft 

1380 


ttactgcatt 


cttgggatgc 


tccttttacg 


cgtcgtactt 


ggatggactg 


aagaatttct 


1440 


gtatattggc 


agctctcatc 


ctagcattcg 


atatactcac 


cacctctacc 


ttcctatctg 


1500 


caatcttatc 


actcaagctg 


gaaattaacc 


aaatacacag 


atcaacgttg 


ctgagagaac 


1560 


aactcgaaga 


tgacggctta 


actgaaacca 


cagttgatga 


tgttctcaaa 


tccaatagtc 


1620 


tcgctggaac 


taagactttc 


acagatgccc 


catctactct 


ggttacagtt 


gccaaggttg 


1680 


ctggtgtttc 


agtcttcttt 


ggattgcact 


tttatggatt 


tggatctgct 


tggctatccg 


1740 


atttgagcgc 


tggtaatgag 


acaaatgaca 


ctttcacctt 


atacgatgcg 


gtcgcagatc 


1800 


aaattcctat 


tggttcaaac 


ggtaccttgg 


ttactttatt 


cccaacacgt 


tttttcctcc 


1860 


ctgaaaaact 


atccacacaa 


attgaagccg 


tggttctatc 


attcattggt 


cttatttcaa 


1920 


ctgctgcccg 


tgataaatac 


atctcaaaat 


tcattctctt 


tgcatttgcc 


gtttctgcat 


1980 


ccatcaacgt 


ctaccttttg 


aacgttgccc 


gtatccatac 


cacaagattg 


gaggatgcaa 


2040 


tcgaattgaa 


aaagccaaag 


aagaaagctt 


cgaagacagc 


tgtcagtgtt 


cctaaagctg 


oi rift 

2100 


ttgtggttaa 


agattcagaa 


actacaaaat 


cctcggaaat 


cttgcactca 


tcttctgaga 


2160 


gtgaatctga 


gcaatcttca 


cgtccacttg 


aacaagttat 


tgagttatac 


aaggatggta 


2220 


aagttaagac 


ccttgttgac 


gatgaagttg 


tatcccttgt 


tactgctggt 


aagttaccac 


2280 


tgtatgctct 


agagaaacaa 


ttgggtgata 


acttgagagc 


cgttgctatt 


cgtcggaaag 


2340 


ccatctctga 


tcttgcagat 


gctccagtct 


tgagaagcaa 


taaattacca 


tacttgcact 


2400 


atgattacga 


tcgtgtattt 


ggtgcatgtt 


gtgaaaatgt 


tatcggttac 


atgccattac 


2460 


cagtcggtgt 


cgctggtcca 


ttgattattg 


atggcaagcc 


gtaccatatt 


ccaatggcaa 


2520 


ccacagaggg 


ttgtcttgtt 


gcttctgcta 


tgcgtggttg 


taaagccatt 


aatcttggtg 


2580 


gcggtgtaac 


aacggttttg 


actaaagatg 


gtatgacgcg 


tggaccatgt 


gttaaattcc 


2 640 


caagtttgaa 


acgagcaggt 


caatgtaagc 


tatggttgga 


ctccgatgag 


ggccaagaag 


o "~i ft ft 

27 00 


aaatgaagaa 


agccttcaac 


tctacttcca 


gatttgccag 


actccaacat 


ttgcaaactg 


O T ft 

27 60 


ctcttgcggg 


tgacttgttg 


ttcattcgtt 


tcagaaccgt 


cactggtgat 


gctatgggta 


O O O ft 

2 820 


tgaatatgat 


ttccaaaggt 


gttgaatatg 


ctcttaaaca 


aatgacggag 


gtgtttggat 


O O O ft 

2880 


gggacgatat 


gatggttgtt 


tctgtttctg 


gtaactactg 


taccgataaa 


aaaccagctg 


2940 


ctgttaactg 


gatcaatggt 


cgtggtaaaa 


gtgttgttgc 


cgaggcttcc 


ataccaaagg 


3000 


atgctgtggt 


taaagttttg 


aaaagttctg 


ttaaagctgt 


tgttgatgtt 


aatgtcaaca 


3060 


agaacttgat 


cggatcagct 


atggctggta 


gtgttggtgg 


tttcaatgcc 


caagctgcta 


3120 
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atatggttac 


cgcagtttat 


ttggctttgg 


gtcaagatcc 


agcccaaaac 


gttgaatctt 


3180 


ccaactgtat 


tacactaatg 


actgaaacgg 


aggacggaga 


tttgaaagtt 


tctgtttcca 


3240 


tgccatctat 


tgaagtcgga 


accattggtg 


gtggtaccat 


cttggaccca 


cagggatcca 


3300 


tgcttgaact 


tctcggagta 


cgtggaccag 


ctgatgttcc 


aggagaaaat 


gcccgtcaac 


3360 


tggctaaaat 


cgttgcatct 


attgttcttt 


ccggtgaatt 


atcgctagtt 


agcgcacttg 


3420 


cagctggtca 


tttggtgcag 


agtcatatgc 


agcacaacag 


agccgctgct 


aagaaataag 


3480 


catacgactc 


accaccttgt 


tttatatcat 


gatgcttgct 


atgtatttct 


tatggacttg 


3540 


tttcgaccac 


ccttccttgg 


catccaattt 


tctcttcatc 


atattgcatt 


gtggttgtaa 


3600 


atactaaaac 


tcaacaatgt 


ctactctaat 


tataaaagtt 


attttggaaa 


caatcaccat 


3660 


gttgtacaag 


atgtaaaatt 


atgaactatt 


cgtgtattga 


acaacctttt 


caatttctta 


3720 


caacgtcaag 


tattatataa 


aaacacaaac 


tggttaagag 


tactgatgaa 


cgatcctcta 


3780 


cgccggacgc 


atcgtggccg 










3800 


<210> 134 
<211> 438 
<212> DNA 
<213> Mus 


mus cuius 












<400> 134 
ggaactctgg 


ttctttccgt 


gctgtgttct 


ggagagatct 


cacgtggatg 


gtaccggtgc 


60 


tctgagcacc 


acagatgtga 


gctacagttc 


gtttctgaaa 


gctaccacaa 


gctggaaact 


120 


ggtgatcagt 


gtggggctca 


cctctccgtg 


ggttaaaaat 


ggttttaaat 


gacactgtag 


180 


ctgacagaac 


ttctgatctt 


tatttattca 


gtctgggttg 


tagaactttg 


caatctaagt 


240 


ttattttttg 


taaactaata 


attcatttgg 


tgctggtcta 


ttgattgggg 


gcctacttct 


300 


tcatggaaga 


attactttta 


ttctcaaact 


acagaataat 


gtgctaagta 


gtgctaaata 


360 


gttcttgacg 


aagaaaacag 


tcactgcatt 


tatctctgtg 


agtctttgtt 


cagagaggcc 


420 


tttagtctag 


attctgcc 










438 



<210> 135 

<211> 4233 

<212> DNA 

<213> Gossypium hirsutum 

<400> 135 



tccttatgct 


ttataaaaat 


tgaaaaagtt 


agtacgattg 


gataaacttg 


ttaaaattca 


60 


tcaaatcgaa 


gacctagaca 


tcaaaatttc 


aacaataaat 


aggcaagaaa 


ttagtgaaaa 


120 


atcaccactt 


caacaaatta 


attcaataaa 


tcgacctatt 


taccaatgat 


tggattaatt 


180 


tctcatcttt 


gtaaataaga 


ggatcaaatt 


atgtcaaatt 


aaagcacaaa 


ttctaacttc 


240 
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tcagttttca 


taaagtatag 


ggatggaatt 


ctaaattaaa 


cctttttaac 


tcaaataagt 


300 


aaatggatta 


aattccagaa 


attaaaaaca 


gaaaaattaa 


atttcaaaag 


tatgaaaata 


360 


aaaaggacta 


ggtgcaaatt 


agaccttatt 


gtcttaaaca 


cccaaactaa 


aaaccatgca 


420 


cttgcaaaaa 


aagacagcct 


tcaagctctt 


ttgagttcat 


ctcataccat 


tgttcagttg 


480 


cacagctgtc 


acacgtgcca 


acacctgtct 


cttactcacg 


cgccattcct 


ttatatcata 


540 


cgctctcatc 


cacatatctt 


cattactcga 


cacgtgtcct 


cccaaaacaa 


cgctataaag 


600 


aaatagtttt 


ccctattttt 


ccctcaattc 


cgtttctcct 


tagaacgtag 


cggaactgtc 


660 


tcgcaccctc 


tcgttttcac 


attttcctat 


tttatgctct 


catcctccgc 


cgtgccttcc 


720 


gcgtcggctt 


ccttcaccac 


cgccatcaat 


ggagacccac 


cggcgatctt 


cgactaattc 


780 


cattcggtct 


cacaagccgg 


caaggccaat 


tgctttggaa 


gatgattcca 


ccaaagcttc 


840 


tgacgcattg 


ccacttcctt 


tgtatttaac 


gaatgctgtg 


ttcttcactc 


tctttttctc 


900 


ggcggtttat 


ttccttcttt 


gccgttggcg 


ggaaaagatc 


cgatcctcta 


cgcctctcca 


960 


tgtcgtcacc 


ttttccgaga 


tcgttgcgat 


tcttgcttcc 


gttgcgtcgt 


ttatttacct 


1020 


tttggggttc 


tttggtatcg 


atttcgttca 


atctttggtt 


ctccggccat 


cggctgacgt 


1080 


ttgggctact 


gaagatgatg 


aagtggaaag 


tgaagttttg 


cttcgtaatg 


aagatgctcg 


1140 


tcacgttcct 


tgtggacaag 


cacttgatcg 


gtcgattcga 


tctttgcaac 


ctccggaacc 


1200 


tattgtaact 


gctgagaaag 


tgttcgatga 


aatgcctgtg 


acagttatga 


ctgaggaaga 


1260 


cgaagaaata 


attagatccg 


ttgtttgtgg 


aatgactcct 


tcatattctt 


tggaatctaa 


1320 


attagatgat 


tgcaagagag 


cagctgcgat 


caggcgtgag 


gctttgcaga 


gaataacagg 


1380 


gaagtcatta 


tcaggattgc 


ccttggatgg 


ttttgattat 


gagtcgatat 


tgggacagtg 


1440 


ttgtgagatg 


ccggttggtt 


acgagcagat 


tcccgtgggc 


attgctgggc 


ctttgttgct 


1500 


taatggaaga 


gaatactcgg 


ttcccatggc 


aaccaccgaa 


ggatgcttgg 


tagctagcac 


1560 


taatagaggc 


tgtaaggcta 


ttcatttgtc 


tggtggagct 


acaagtgttc 


tattgagaga 


1620 


tgggatgact 


agagctcctg 


ttgtgaggtt 


cggtaccgca 


aaaagggcgg 


ctgatctgaa 


1680 


gttgtatttg 


gaagatcctg 


aaaatttcga 


gaccttggct 


tgtgttttta 


acaggttttt 


1740 


ttccttcgaa 


ttcttggttt 


aataatttgt 


attcaagtta 


atattgttgc 


ttgtttgtct 


1800 


aagagttttg 


ggtatttttg 


agttattgca 


gatcaagcag 


atttgctagg 


cttcaaagca 


1860 


tcaaatgtgc 


aattgcaggg 


aagaatctgt 


atttaagatt 


ctcatgcttt 


actggtgatg 


1920 


ctatggggat 


gaacatggtt 


tccaagggag 


ttcaaaacgt 


tttagatttc 


cttcaaaccg 


1980 


atttccctga 


catggatgtc 


attggcatct 


ccggtgagtc 


tctttttaat 


ggatttataa 


2040 
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ttatgttcct 


gttaaaatgt 


gcctatagtt 


cctgtacttt 


tcaaaaatta 


ggaatttggt 


2100 


cctacttttc 


agatttcaaa 


aacattatta 


ttattttggt 


taaatttctt 


gctattacat 


2160 


tttgaaataa 


aaaaaatact 


catttggtag 


ctatataata 


agaaaagatg 


ttgtaattaa 


2220 


aaatattatt 


aacagttaaa 


cttgaatttt 


gaaatatgaa 


aagtaggaat 


aatttcctga 


2280 


aaatacaagt 


tcagggacta 


aattcctaat 


tttcattgtt 


tgagcttaag 


atcgttgaat 


2340 


tttattgatt 


tatgatggat 


ataggaaact 


tctgttccga 


caaaaagcca 


gctgcagtaa 


2400 


attggattga 


aggccgaggc 


aaatctgtcg 


tctgtgaggc 


catcattaat 


ggtgatgtag 


2460 


tgacgaaggt 


cttgaagaca 


agtgtagaat 


ctctcgtgga 


gcttaacatg 


cttaagaacc 


2520 


ttactggttc 


tgccatggct 


ggagctctgg 


gtggatttaa 


tgctcatgcc 


agtaacattg 


2580 


tcactgctgt 


ctatatagcc 


actggccaag 


atcctgccca 


aaatgtcgag 


agctctcatt 


2640 


gcatcaccat 


gatggaagct 


gttaatggcg 


gcaaggacct 


tcatgtctct 


gtcacaatgc 


2700 


cttccattga 


ggtaattgat 


tgtgttgctc 


gggttttcac 


tatcgaaatt 


atcaggcata 


2760 


gtaaaaatat 


catacaactt 


atgcccgata 


tatgacctct 


aggtacgctc 


taaatgcatc 


2820 


taacacgaga 


atgagatatt 


aaatgcattg 


acatgagtac 


aagacatgat 


cctcaagtac 


2880 


actcgagtaa 


attagtcatt 


ctcctagaaa 


agtgagctat 


ttagtattgg 


tacattgaaa 


2940 


cggttaatga 


tggtaagatt 


gaacgacttg 


tcgaagtgaa 


aaaaatgatc 


aaactacttt 


3000 


ttaactgtta 


ttgtcttttt 


aagggttaaa 


ttactttttt 


gggtttgaac 


ttggctacta 


3060 


ttctcatgtt 


ggggcttaaa 


gtttttttgg 


tctaaatcag 


tctttgaact 


tgacaattgt 


3120 


tctatatttg 


acctaatttt 


tttttcaagt 


tagtttctga 


tatttttctt 


agaaacccta 


3180 


aagctcaagt 


ctcaatatgg 


gaaaatttac 


caagttcaag 


gactaatttg 


gataaaaaaa 


3240 


aggttcatga 


ctcaatgtga 


gaagaattat 


ctagttcaaa 


gattaatttg 


gataaaaaaa 


3300 


ggttcaagct 


ctagtgtcag 


gacagtaact 


tggttcaggt 


ctgaatacgg 


gaacaagacc 


3360 


agaaaaagtt 


caagcttgat 


ataagaattg 


ttgccgcgga 


tccaaataat 


gatttaacac 


3420 


tctttagttt 


atggtacaag 


aattagtcag 


ctccaaattt 


tagaattctc 


catacaggta 


3480 


aaccttggaa 


aaaaggttaa 


gatatccgta 


tcttgcctaa 


taattttata 


ttgttatgtg 


3540 


atttatcttc 


ataggttggc 


actgttggtg 


gtggaactca 


gcttgcatca 


caatcagctt 


3600 


gtttgaacct 


tcttggtgtc 


aagggtgcaa 


gcaaagaatc 


ccctggagca 


aactcaatac 


3660 


tccttgcgac 


tatcgtagcc 


ggtgctgtcc 


ttgccggcga 


gctgtcactg 


atgtcagcac 


3720 


ttgctgccgg 


gcaactagtg 


aaaagccata 


tgaagtacaa 


taggtctagc 


aaggatgttt 


3780 


ccaaggtttc 


ttcctaaatt 


tgatgaaaaa 


aatgaccttg 


gcgtctgtca 


aagcctgaaa 


3840 


aatttggtgt 


aaagttggaa 


gctgaaagag 


agacatcatc 


atctcttagt 


aataagctaa 


3900 
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gtagacttgc 


atgtatttgt 


aatttactta 


tatttatttt 


tgtattttgt 


ttttgttttg 


3960 


tttttaaaat 


ttttcttaag 


taagtcaatg 


taatctgagg 


tcttagattt 


gtgtaaaatg 


4020 


acaggattgt 


tattagcatt 


ttgtttcttt 


tggctttctc 


ttggttgaga 


aatgagttaa 


4080 


ttgcacacat 


ccctaaatta 


tgaacttcat 


tttaaaatta 


tgaacttcat 


tttaaattgg 


4140 


tcactaaatt 


ttttattttt 


tattttaaat 


tatgtcatat 


aaaagtttga 


tgcttgattt 


4200 


aaattaataa 


attttttatg 


taataggatt 


ttt 






4233 


<210> 136 
<211> 574 
<212> DNA 
<213> Mus 


musculus 












<400> 136 
ggttgacgta 


aacattaaca 


agaatcttgt 


gggctcggcc 


atggctggga 


gcataggcgg 


60 


ctacaacgcc 


cacgcagcaa 


acattgtcac 


tgctatctac 


atcgcatgtg 


gccaggatgc 


120 


agcacagaat 


gtggggagtt 


caaactgtat 


tactttaatg 


gaagccagtg 


gtcccacaaa 


180 


tgaagactta 


tatatcagct 


gcaccatgcc 


atcgatagag 


ataggaaccg 


tgggtggtgg 


240 


gaccaacctt 


ctacctcagc 


aagcctgcct 


gcagatgcta 


ggtgttcaag 


gagcatgcaa 


300 


agacaatcct 


ggagaaaacg 


cacggcagct 


tgcccgaatt 


gtatgtggca 


ctgtgatggc 


360 


tggtgagctg 


tccttgatgg 


cagccttggc 


agcaggacat 


cttgtcagaa 


gtcacatggt 


420 


tcacaacaga 


tcaaagataa 


atttacaaga 


tcttcaagga 


acgtgcacca 


agaaggcagc 


480 


ttgaggatcc 


tgacactgaa 


ctgaagcgcg 


ggcattgggt 


tctcaaggac 


taacatgcaa 


540 


tctgtggatt 


taaaatctca 


atgcactgtc 


tagt 






574 


<210> 137 
<211> 622 
<212> DNA 
<213> Mus 


musculus 












<400> 137 
attcgtcgac 


atggtcagaa 


gtcacatggt 


tcacaacaga 


tcaaagataa 


atttacaaga 


60 


tcttcaagga 


acgtgcacca 


agaaggcagc 


ttgaggatcc 


tgacactgaa 


ctgaagcgcg 


120 


ggcattgggt 


tctcaaggac 


taacatgcaa 


tctgtgaatt 


aaaaatctca 


atgcactgtc 


180 


tagtggaaga 


tgaatggaca 


tgatcagtga 


cacccctgct 


tggtttctgg 


cgctttcaga 


240 


gacgtctgag 


gttctttgca 


tagagactcc 


tcagatgtgg 


aaactctggt 


tctttccgtg 


300 


ctgtgttctg 


gaaagatctc 


acgtggatgg 


taccggtgct 


ctgagcacac 


agatgtgagc 


360 


tacagttcgt 


ttctgaaagc 


taccacaagc 


tggaaactgg 


tgatcagtgt 


ggggctcacc 


420 
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tctccgtggg ttaaaaatgg ttttaaatga cactgtagct gacagaactt ctgatcttta 



480 



tttattcagt ctgggttgta gaactttgca atctaagttt attttttgta aactaataat 



540 



tcatttggtg ctggtctatt gattgggggc ctacttcttc atggaagaat tacttttatt 



600 



ctcaaactac agaataatgt gc 



622 



<210> 138 
<211> 161 
<212> DNA 

<213> Schistosoma mansoni 
<400> 138 

ttttgacgtt caactgggag caggaacgac ctgaaacaac aacagaacag tcaggagcgc 60 
gcacgacgca cttcctgggt aaaagcaaac ttacaaaagt tggaggacac cctgacttgt 120 
acctcataac ctaccactaa tacgtccttc atgccagatt t 161 

<210> 139 

<211> 2214 

<212> DNA 

<213> Solanum tuberosum 

<400> 139 



cattcctcca 


ttttcctctg 


taaattccgg 


cgaccggaaa 


agtttcacga 


tggacgttcg 


60 


ccggcgacct 


gtaaaacccc 


tttacccttc 


cgaacacatt 


tcctccggcg 


aacctctcaa 


120 


accccataat 


caagattcct 


ctgttaaagc 


ttcagatgct 


ctgccattac 


ctttgtatct 


180 


tacaaatggt 


ttgttcttca 


ccatgttttt 


ctctgtcatg 


tattttcttc 


tacacagatg 


240 


gcgtgagaag 


atccgtaatg 


gaattccact 


ccacgtgctt 


aacttttctg 


aattagttgc 


300 


tatggtttcg 


ttgatcgctt 


cggttattta 


tctgttgggg 


ttctttggta 


ttgggtttgt 


360 


tcaatctttc 


gtttctaagg 


gaaataatga 


ttcttgggac 


gttgaagatg 


aatccccaga 


420 


acaatttatt 


gatagaactg 


ttacaccacc 


acctgttcga 


cgaaatatcc 


caatgaaatc 


480 


tgtacctgtt 


gctgaaaaaa 


ctgctcagat 


aatcacacca 


ttttcgtcag 


aggacgatga 


540 


ggtggttatc 


aaatcggtgg 


tggaagggag 


aataccatca 


tattcattgg 


aatctaagtt 


600 


gggcgactgt 


aaaagagctg 


cttttattcg 


aaaagaggcg 


ttacagagga 


gttcagggaa 


660 


gtcattggaa 


gggttaccat 


tagatggatt 


tgattatgaa 


tcaattcttg 


gacagtgttg 


720 


tgagatgcca 


attgggtata 


ttcaaatacc 


agtgggaata 


gctggacctt 


tgctgcttaa 


780 


tgggaaagag 


ttttctgtgc 


caatggcaac 


cacagaagga 


tgtttagttg 


ctagtactaa 


840 


caggggttgt 


aaagccattt 


atgtttccgg 


tggcgctacg 


agtgttttgt 


tcagagatgc 


900 


gatgactaga 


gctcctgtag 


ttaggttcgg 


aagcgcaaag 


agagctgcag 


agttgaagtt 


960 


cttcgtcgag 


gatccaatga 


attttgagac 


tctatctgtt 


gttttcaata 


aatcaagcag 


1020 
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atttgctaga 


ttacagaaca 


ttcaatgtgc 


aatagctgga 


aagaatctat 


acatgaggtt 


1080 


tagctgtagc 


actggtgacg 


cgatgggaat 


gaacatggtt 


tccaaaggtg 


tacagaacgt 


1140 


tcttgattac 


cttcagaatg 


agtaccccga 


catggacatc 


atcggcatat 


ctgggaacta 


1200 


ttgctcggac 


aagaaaccag 


cagcagttaa 


ttggattgag 


gggagaggaa 


agtcagtagt 


1260 


ttgtgaggca 


atcatcaagg 


aagacgtggt 


gaagaaagtt 


ctgaaaactg 


aggttgctac 


1320 


tctagttgag 


ctgaatatgc 


ttaaaaacct 


cactggctct 


gccatggctg 


gtgcacttgg 


1380 


tggcttcaac 


gcccatgcca 


gcaatattgt 


ctcagctgta 


tatttagcca 


ctggccagga 


1440 


cccggctcaa 


aatattgaga 


gctctcactg 


catcactatg 


atggaggctg 


taaatgatgg 


1500 


caaggacctc 


catatttcag 


tcaccatgcc 


ttcaatcgag 


gtgggtacag 


taggaggagg 


1560 


aactcaatta 


gcatcgcaat 


cagcttgctt 


gaacttatta 


ggagtgaaag 


gtgccaacag 


1620 


agaggcacca 


gggtcaaatg 


caaggctctt 


ggctacaata 


gtagcaggtt 


cggttctcgc 


1680 


gggtgagcta 


tccctcatgt 


cagctatctc 


agctgggcaa 


cttgttaaga 


gccacatgaa 


1740 


atacaataga 


tcatgcaaag 


atgtcacaaa 


gtaataatat 


gcaacaacac 


agctaatttc 


1800 


tccccatctt 


aatgtttcaa 


aattgtatag 


attttattat 


tcccaacaag 


caactttctt 


1860 


gaagtatata 


taatcatcat 


catcatcttt 


gaaataaagg 


attataatac 


caaatctagg 


1920 


aaataataat 


atcatattat 


tagagacaag 


atgatctgta 


tgctgtgttg 


tatttattaa 


1980 


tatgcaaatg 


ttttttaaaa 


aaaaatacta 


tgtggggaga 


aggtagttgg 


tatcatcatt 


2040 


aagtttcaat 


ttgtgtcaag 


gtggatgacc 


ttataatgtc 


tttaattttg 


tattttcttt 


2100 


tgtacttgtt 


attactttgt 


aatttattgc 


caaaaatcaa 


aatggcatct 


caatattggt 


2160 


attgttttga 


tctgcacaga 


gtgttgtatc 


tttttaaata 


aatttctttc 


atta 


2214 



<210> 140 

<211> 2019 

<212> DNA 

<213> Solanum tuberosum 

<400> 140 



tgtcaatcat 


atatcccctc 


cccccccgcc 


accacacact 


ttcttctcct 


ctttttcctc 


60 


cttcacttcc 


ccaccggggg 


gagacttacc 


ggtgaaaaat 


ggacgttcgc 


cggagatctg 


120 


aaaagcctgt 


ttatccatcg 


aaggtctttg 


gcgccgatga 


aaaacctctc 


aaaccccaca 


180 


ataatcaaca 


acaagaggac 


aacaataccc 


ttctcattga 


tgcttccgat 


gctctcccac 


240 


ttcctttgta 


tctcactaat 


ggcttgtttt 


tcaccatgtt 


tttctctgtt 


atgtattttc 


300 


ttctatcaag 


gtggcgtgag 


aaaatcagga 


attctacacc 


tttacacgtg 


gttacgcttt 


360 


ctgaattggg 


tgctattgtt 


tcgttaatcg 


cttctgtgat 


ttatcttctc 


ggtttctttg 


420 
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ggattgggtt 


tgttcagacg 


tttgtgtcaa 


gggggaataa 


tgattcatgg 


gatgaaaatg 


480 


atgaggaatt 


tctattaaag 


gaagatagtc 


gttgtggacc 


tgcaactact 


cttggttgtg 


540 


ctattcctgc 


accacctgct 


cgacaaattt 


ccccaatggc 


accacctcaa 


cctgctatgt 


600 


ctatggtaga 


gaaaccttct 


ccgttgatca 


caccagcttc 


gtctgaggaa 


gacgaagaga 


660 


taattaactc 


cgtggtgcag 


gggaaattcc 


catcatactc 


attggtaatc 


cagctaggtg 


720 


atgtcagcgc 


cgctgcgtcg 


ttaaggaagg 


aggtgatgca 


gaggatcaca 


gggaagtctc 


780 


tagaagggct 


accattggaa 


ggatttacct 


atgaatctat 


tcttgggcag 


tgttgtgaga 


840 


tgccaatcgg 


gtacgtgcag 


ataccggtgg 


gaatagcagg 


cccattgttg 


ctcaatggaa 


900 


aggagttttc 


agtgcccatg 


gcaaccacag 


aaggatgttt 


agtggctagc 


accaataggg 


960 


gttgcaaggc 


tatctatgct 


tctggtggtg 


ctacctgcat 


tgtgctccgt 


gatgggatga 


1020 


ctagagcacc 


atgtgtcagg 


ttcggcacag 


ccaaaagggc 


agcagagttg 


aagttctttg 


1080 


ttgaagatcc 


catcaaattt 


gagacacttg 


ctaatgtatt 


caaccaatcc 


agcagatttg 


1140 


gcagattaca 


aagaattcag 


tgtgcaattg 


ctggaaagaa 


tctgtacatg 


agatttgtat 


1200 


gtagcaccgg 


tgacgcaatg 


ggaatgaaca 


tggtgtccaa 


aggtgtacaa 


aatgttcttg 


1260 


attaccttca 


gaatgaatat 


cccgacatgg 


atgtcatcgg 


catatctggg 


aacttttgct 


1320 


cggacaagaa 


gccagcagca 


gttaattgga 


tcgaggggag 


aggaaagtct 


gtagtttgtg 


1380 


aggcaattat 


cacagaagag 


gtggtgaaga 


aagttctgaa 


aactgaagtt 


gctgctcttg 


1440 


tggagctgaa 


catgcttaaa 


aatcttactg 


gctctgccat 


ggctggtgcc 


cttggtggtt 


1500 


tcaatgccca 


tgccagcaat 


atcgtctcag 


ctgtgtttat 


agccactggt 


caggatccag 


1560 


ctcagaacat 


agagagctcg 


cactgcatca 


ctatgatgga 


ggctgtaaat 


gatggcaagg 


1620 


acctccatat 


ttctgttaca 


atgccttcca 


ttgaggttgg 


taccgttgga 


ggtggaactc 


1680 


agcttgcatc 


acagtcagct 


tgcttaaact 


tgttaggagt 


gaaaggtgcc 


aacagagagg 


1740 


caccagggtc 


aaatgcaagg 


ctcttggcca 


cagtagtagc 


tggttctgtt 


cttgctgggg 


1800 


agctatccct 


catgtcggct 


atctcggctg 


ggcaactagt 


taatagccac 


atgaaataca 


1860 


atagatctac 


caaggcatcc 


tcctaatcag 


gggaatacaa 


tacaatacaa 


tccattctcc 


1920 


ccgcttgtat 


ttgaaggtgt 


agtacacagg 


tagcttccat 


ttatgaatga 


tcgatcgata 


1980 


ttaggaataa 


ataaatttac 


aaccccaaaa 


aaaaaaaaa 






2019 



<210> 141 

<211> 441 

<212> DNA 

<213> Mus musculus 
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<4UU> 141 
ctttttctga 


cgtagatcaa 


agataaattt 


acaagaactt 


caaggaacgt 


gcaccaagaa 


60 


ggcagcttga 


ggatcctgac 


actgaactga 


agcgcgggca 


ttgggttctc 


aaggactaac 


120 


atgcaatctg 


tgaattaaaa 


atctcaatgc 


actgtctagt 


ggaagatgaa 


tggacatgat 


180 


cagtgacacc 


cctacttggt 


ttcatggcgc 


tttcagagac 


gtctgaggtt 


ctttgcacag 


240 


agactcctca 


gatgtgggaa 


ctctggttct 


ttccgtgctg 


tgttctggag 


aggtctcacg 


300 


tagatggtac 


cggtgctctg 


agccacacag 


atgtgagata 


aagttcgttt 


ctggtagcta 


360 


ccacaaactg 


gagactggtg 


atcagtgaga 


ggatcacctc 


tccgagaaga 


taaaatgagt 


420 


ttaacatggc 


aatgtagctg 


a 








441 


<210> 142 
<211> 408 
<212> DNA 
<213> Mus 


musculus 












<400> 142 
agcaccacag 


atgtgagcta 


cagttcgttt 


ctgaaagcta 


ccacaagctg 


gaaactggtg 


60 


atcagtgtgg 


ggctcacctc 


tccgtgggtt 


aaaaatggtt 


ttaaatgaca 


ctgtagctga 


120 


cagaacttct 


gatctttatt 


tattcagtct 


gggttgtaga 


actttgcaat 


ctaagtttat 


180 


tttttgtaaa 


ctaataattc 


atttggtgct 


ggtctattga 


ttgggggcct 


acttcttcat 


240 


ggaagaatta 


cttttattct 


caaactacag 


aataatgtgc 


taagtagtgc 


taaatagttc 


300 


ttgacgaaga 


aaacagtcac 


tgcatttatc 


tctgtgagtc 


tttgttcaga 


gaggccttta 


360 


gtctagattc 


tgccagctgt 


gccacactct 


gcactaaaga 


tatcagag 




408 


<210> 143 
<211> 3162 
<212> DNA 

<213> Schizosaccharomyces pombe 










<400> 143 
atgatttata 


aacttgctgc 


tcggtatcca 


attcaagtga 


ttgccattgt 


gggcatcctt 


60 


gtctctatgg 


catatttttc 


cttcttggaa 


gccttaactc 


aagaagattt 


cccagtatta 


120 


attcgtgctt 


taaaacgatt 


tggtattttg 


gatggatttc 


cgaacactcg 


tctacctaac 


180 


gagatgattt 


taaagctaag 


tagtgtccaa 


ggtgaggatg 


cctcggtttg 


ggaacaaatt 


240 


cctgccgcag 


agttgggtgg 


agaaggattt 


gttgattttg 


atatcaccca 


atggtattac 


300 


cctgcgaatg 


caaaggtcga 


tgttgctcaa 


ttggtagagc 


catatcgtaa 


tgactgcatt 


360 


ttccatgacg 


cttccggtgc 


ttgccatttc 


ttttttaaag 


aggtcggcaa 


ttggactgta 


420 


tctagtattg 


cattaccatc 


gaatctcgcc 


aatccgccca 


tcgattactt 


ccttgacagt 


480 
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tctagtactg 


tcattcaaag 


aattcttcct 


gcaattcgtg 


aacacggcat 


ttcatggtcg 


540 


tggttacttc 


agttgatcgc 


tcgcacttgg 


atgaatactt 


taaagatcgc 


tagccaagct 


600 


tctaagaccg 


aactgttaat 


tgttggtact 


gcttatgctt 


gcatgttgat 


atccattgtg 


660 


tctctttacc 


ttaagatgcg 


tcgtctagga 


tccaaatttt 


ggctattttt 


tagtgtcctg 


720 


ctttccactt 


tgttctctgt 


tcaattcgca 


atgactttgg 


tacgtgcatc 


tggtgtacgg 


780 


attagccttg 


tctcgttgat 


tgaaagtttg 


ccttttctga 


taaatgtggt 


tgcccttgat 


840 


aaagctgcag 


aattaacgcg 


gcaagttatc 


actcgatgct 


ctgtctctga 


ctcccattct 


900 


cctatgcatg 


aagatattgc 


aaaggcttgc 


cgcaacgctg 


caccgcctat 


cctccgtcat 


960 


ttttcttttg 


gaatagtcgt 


tttggcaatt 


ttttcgtatt 


gtaattttgg 


tatcaaacaa 


1020 


ttctttttgt 


ttgctgctgt 


catgatttat 


gatttactct 


tactgttctc 


tttctttgtc 


1080 


gccatactca 


ccctgaaact 


tgagatgcgc 


cgctataatg 


ctaaggatga 


tgttcgaaag 


1140 


gttcttatag 


aagagggtct 


ctctgagtct 


acggctcgtc 


atgttgcaga 


cggcaacgat 


1200 


tcttcggcta 


ctacttctgc 


agggtcacgg 


tattttaaag 


ttagatatgg 


aaccaaaatc 


1260 


attcttttca 


tattcattgc 


cttcaatttg 


tttgaacttt 


gttctattcc 


gttcaaacat 


1320 


tatgctgcca 


cttctgctgc 


tgctgctcga 


ttaattcctc 


ttgttcgctc 


tcaatatccc 


1380 


gattttaagt 


cacaaaggct 


tttggatgat 


ggagtgtttg 


acgacgttct 


ttctgctatt 


1440 


tcttcaatgt 


ccaacattga 


atcaccaagc 


gtccgtttac 


taccagctgt 


tttttacggt 


1500 


gccgaattat 


ccagcacttc 


ttttctatct 


actatccatt 


cgtttattaa 


caactggtct 


1560 


cactacatca 


gtgcttcgtt 


tttgtcaaaa 


tggatcgtct 


gtgctttatc 


tttgagtatt 


1620 


gccgtcaacg 


tttttctttt 


gaacgctgct 


cgattgaact 


ccatcaaaga 


ggaacctgag 


1680 


aaaaaggtgg 


ttgaaaaagt 


tgttgaagtc 


gttaagtata 


ttccttcgtc 


gaatagttca 


1740 


tccattgatg 


acattcagaa 


agacgaaatc 


gctcaagaat 


ccgttgtacg 


ttcgcttgag 


1800 


gaatgtatca 


ctctttacaa 


caatggtcaa 


atttcaactt 


taaatgatga 


agaagttgtg 


1860 


cagttaacct 


tagctaaaaa 


aatccctctt 


tatgctttag 


aacgagtact 


taaagacgtt 


1920 


accagagctg 


ttgtaattcg 


ccgaacggtc 


gtctcccgtt 


catctaggac 


gaagacactt 


1980 


gaaagctcta 


attgccccgt 


ctatcattac 


gattactcta 


gggttttgaa 


tgcatgttgt 


2040 


gaaaacgtta 


taggttacat 


gcccttgccc 


cttggtgtag 


ctggtcctct 


cattattgac 


2100 


ggtaagcctt 


tttatatccc 


tatggctact 


actqaqqqtq 


cattggttgc 


ttctactatg 


2160 


cgtggatgca 


aagctattaa 


cgctggtggt 


ggtgctgtta 


ctgtattgac 


tcgtgatcaa 


2220 


atgtcccgtg 


gaccatgtgt 


ggctttcccg 


gatttgacgc 


gcgctggccg 


tgctaaaatt 


2280 


tggttggata 


gccctgaagg 


ccaagaggtt 


atgaagaagg 


cttttaactc 


tactagccgt 


2340 
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tttgctagac 


ttcaacatat 


taagactgct 


ctagctggta 


ctcgtctttt 


catccgtttc 


24 00 


tgtacgtcta 


ccggtgatgc 


tatgggtatg 


aatatgattt 


ccaaaggtgt 


tgagcatgca 


2460 


cttgtagtaa 


tgagcaatga 


cgctggtttt 


gatgacatgc 


aagtgatcag 


tgtatcaggg 


2520 


aattattgta 


cagataagaa 


gcctgctgct 


attaattgga 


ttgatggtcg 


tggtaaaagt 


2580 


gttattgctg 


aagctattat 


tcctggtgat 


gctgtcaaat 


cggtattgaa 


aactactgtt 


2640 


gaagatttgg 


ttaaattaaa 


tgttgacaaa 


aacctcattg 


gtagtgctat 


ggctggcagc 


2700 


gttggaggat 


ttaatgctca 


tgctgctaac 


attgtcacgg 


cagtatattt 


agcaactggt 


2760 


caagaccctg 


cccaaaatgt 


tgaaagcagt 


aattgtataa 


ctttgatgga 


taatgttgat 


2820 


ggtaaccttc 


agcttagcgt 


gtcaatgcca 


tccattgaag 


ttggaacaat 


tggtggtgga 


2880 


acggttttgg 


aaccgcaagg 


tgctatgctt 


gacttgctcg 


gtgtgcgagg 


tgcccatatg 


2940 


acctctcccg 


gtgataattc 


tcgtcaacta 


gcacgtgtcg 


ttgcagccgc 


cgtaatggct 


3000 


ggtgaactgt 


ctttgtgttc 


cgcacttgct 


agtggccatt 


tagttaaatc 


ccatatcgga 


3060 


ctcaatcgaa 


gtgcgctgaa 


tactcctgct 


atggactctt 


ctgccaagaa 


accagcgact 


3120 


gatgctctaa 


aatccgttaa 


ctctcgagta 


ccgggacgtt 


ga 




3162 



<210> 144 

<211> 3433 

<212> DNA 

<213> Blatella germanica 

<400> 144 



ggccggtatt 


aataaatttc 


tatcatttga 


aatgttgtaa 


gtgtattaaa 


aattgccatg 


60 


tggaaagatt 


gaatgaaaat 


agcggagaac 


gttaagtggc 


cgattgacgt 


tctgtctccg 


120 


ctagctggtt 


cgagtgagcc 


ggttagatca 


taatggttgg 


gcggttgttt 


cgtgcacatg 


180 


gtcaattctg 


tgcctcacat 


ccatgggaag 


tgatagttgc 


aaccctcacg 


ctgacagtat 


240 


gcatgctgac 


agtagatcag 


cggcccttag 


gacttcctcc 


tggatgggga 


cataattgta 


300 


tcacactgga 


ggagtacaat 


gctgcagaca 


tgatagtgat 


gacattgatc 


cgctgtgtgg 


360 


cagtccttta 


cagttactac 


caattctgcc 


atctccagaa 


gctgggctcg 


aaatatattc 


420 


ttggtattgc 


tggcctcttc 


actgtcttct 


ccagttttgt 


cttcagttcc 


agtgtcatca 


480 


acttccttgg 


tagtgatgtt 


tctgacttaa 


aagatgctct 


ctttttcttc 


ttactgctga 


540 


ttgatttatc 


aaaagcaaca 


gttctggctc 


agtttgccct 


gagttcacgc 


agtcaagatg 


600 


aagtgaagca 


caacattgca 


agagggatag 


ccatgctggg 


tcccactatt 


accctggaca 


660 


ctgtcgtaga 


gacgcttgtc 


attggtgtag 


gcatgttatc 


aggcgtgcgt 


cgattggaag 


720 


tactgtgctg 


ttttgcctgc 


atgtcagtta 


ttgtaaatta 


cgtggtgttc 


atgacatttt 


780 
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atccagcatg 


tctatctcta 


atacttgagt 


tgtctcgcag 


tggtgaaagt 


ggtcggcctg 


840 


cttggcatga 


caaatcattg 


atcataaagg 


ctcttcatga 


ggaagaccaa 


aaaccaaatc 


900 


cagttgttca 


acgtgtgaag 


gtgataatgt 


cagcagggtt 


gatgctagtc 


catgcacata 


960 


ggtgggtaag 


atgcctatct 


attgctctct 


ggcctgacct 


gacctcgctc 


cgctatttct 


1020 


gtacacattg 


tgatactggt 


gtttcttaca 


gtcgctggtc 


ttttgcaagc 


gaaggtgagg 


1080 


aattacccac 


tgtgaaactt 


gtaactggcg 


actctgtggt 


aaattcaaac 


agtacagatg 


1140 


atgcacagct 


tcattattat 


attatgagat 


ggctgacagt 


gagtgcagac 


cacattgtta 


1200 


tccttatttt 


gctgctggca 


ctagctgtga 


agtttgtatt 


ctttgaaaca 


agagacgagt 


1260 


tgacaaccac 


aaggggcatg 


gatggctggg 


tggaagtgag 


cagcccagtg 


gaacacaagt 


1320 


atgttcaaac 


agaacaaccc 


tcatgcagtg 


caccagagca 


gcctcttgag 


gaacctcctg 


1380 


cttccaacag 


gagcattgat 


gaatgtctct 


cagtctgcaa 


atctgatgtt 


ggagcacaag 


1440 


cactgagtga 


ttgtgaagtg 


atggcactcg 


taacaagtgg 


ccatattgct 


ggctatcaac 


1500 


ttgaaaaggt 


tgtgagaaac 


cctgagcgcg 


gtgtggggat 


ccggcgacag 


atacttacca 


1560 


aaactgcaga 


tttaaaggat 


gccctagata 


atttgcctta 


caaaaattat 


gactatttga 


1620 


aagtaatggg 


agcttgttgt 


gagaatgtga 


taggatacat 


gcctgtgcct 


gtaggagtgg 


1680 


caggaccact 


caatttagat 


ggacgcctgg 


tgcatgtgcc 


acttgcaaca 


actgagggct 


1740 


gtctagtggc 


aagcaccaac 


agaggcatgc 


gagctttaat 


gcgatgtggt 


gtcacctctc 


1800 


gtattgtagc 


tgatggaatg 


actcgtggac 


cggttgtgcg 


attccccaat 


attgacagag 


1860 


caagtgaagc 


catgttgtgg 


atgcaagtgc 


catacaattt 


tgaacaaatt 


aagaagaact 


1920 


ttgactctac 


cagtcgtttt 


gcacgtcttt 


ccaaaatcca 


cataagagta 


gctggtcgtc 


1980 


atttgtttat 


acgcttcatt 


gctacaactg 


gagatgcaat 


gggaatgaac 


atgctctcta 


2040 


agggtacaga 


agtggctttg 


gcatatgtgc 


agcaagtgta 


cccagacatg 


gagatcctca 


2100 


gtttaagcgg 


caacttttgc 


actgataaga 


aaccagcagc 


tgtcaactgg 


attgaaggtc 


2160 


gaggaaagtc 


tgttgtctgt 


gaagccattg 


tgccagctga 


cattataaag 


tctgttctga 


2220 


aaacaagtgt 


tcaagcactg 


atggatgtga 


acattacaaa 


gaatctgatt 


ggctcagcag 


2280 


tggcaggaag 


cattggaggt 


ttcaatgcgc 


atgctgccaa 


cattgtgaca 


gcaatcttca 


2340 


ttgcaacagg 


gcaagatcca 


gctcagaatg 


tgggcagcag 


taattgcatg 


acattgatgg 


2400 


aaccttgggg 


ggaagatggc 


aaagaccttt 


atgtatcctg 


caccatgcct 


tctatagaaa 


2460 


ttggtactat 


tggtggtgga 


acagttctac 


caccacaggc 


agcatgcctt 


gacatgctag 


2520 


gagtaagagg 


tgcaaatgaa 


atgtgtccag 


gagaaaatgc 


caatacattg 


gcacgtattg 


2580 
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tgtgtggcac 


agtccttgca 


ggagaattat 


ctcttatgtc 


tgcacttgca 


gctgggcatc 


2640 


ttgtcaaaag 


ccatatgcgg 


cacaacagat 


cttctgtgag 


tacatcaggt 


agcgaaccca 


2700 


gcacacctgc 


ctgcaaatca 


tgaagtactt 


tattggacag 


attattctgt 


taaattattt 


2760 


aaaaaacaaa 


ctttaaagtt 


cacattttct 


catatgtttc 


ggtatagtca 


cacattgtgc 


2820 


aggcgtgtgt 


gtagttatca 


tcttccgtgt 


tgtatgtttc 


tgggccaaat 


gtgtgctgat 


2880 


gtgatgattt 


gttggtgcga 


tgatacaagc 


tgctccgcac 


tgacatccgc 


agagctgcac 


2940 


aagagcacaa 


gacttataag 


agatctaaaa 


tgcttttata 


aaacaacaca 


caacagacac 


3000 


aatgtggaaa 


gatcaactca 


ttctttctga 


taccattgaa 


acaaacattt 


aggaatcatc 


3060 


ccttatattt 


gaggcaacta 


aatttcttcc 


attccaattt 


attgccaatc 


ctatgaattt 


3120 


tgatctgtga 


tcactttgcc 


ccactcttgt 


tcattaatat 


tttttactgt 


tcttggagac 


3180 


ttgtgcactt 


aaattcattg 


gatgaatgtt 


aggtctcgtc 


tgatcagttt 


gcaaaatgaa 


3240 


ctaatagctc 


tatttgattg 


aaacagaaca 


ttatttagaa 


gaattggtta 


aattaaataa 


3300 


accagtattg 


tgaattattt 


agcaagagtt 


ctgatgtgga 


ctcaaagcta 


ctttcctttt 


3360 


gcaaataatc 


aactcaattg 


tatacactaa 


ataaattata 


atatatacaa 


aaataaaaaa 


3420 


aaaaaaaaaa 


aaa 










3433 


<210> 145 
<211> 831 
<212> DNA 

<213> Sphaceloma manihoticola 










<400> 145 
atggccgcgg 


gattccctgg 


atacgcgctc 


gagaagacac 


tcgaggacaa 


gactagggcg 


60 


gtcaaaatcc 


gcagagccat 


gattgcacgg 


acaccagcga 


caactaagca 


ctctcgtctg 


120 


ctcgaatcat 


ccaacctgcc 


atatcaacat 


ttcgactatg 


acagggtctt 


tggagcctgc 


180 


tgcgagaacg 


tcattggcta 


catgcctctc 


cctgtcggcg 


ttgccggacc 


cttgacgatt 


240 


gatggagaaa 


gctacttctt 


gcccatggcc 


acgacagaag 


gcgttctcgt 


agcgagcact 


300 


tctcgtggtt 


gtaaggctat 


caacgcagga 


ggtggtgcgg 


tcacagttct 


tactgcggac 


360 


ggtatgactc 


gtgggccttg 


tgttggtttt 


gagactcttg 


cccgggcggc 


tgctgctgca 


420 


aagctgtggc 


ttgattcaga 


agaaggtcag 


aaagtcatga 


aggatgcttt 


caactcgact 


480 


tcgcgatttg 


cccgtcttca 


acagctcaag 


acatctctgg 


ctggtactta 


tgtgtacatt 


540 


cgattcaaga 


ccaccaccgg 


cgaagccatg 


gggatgaata 


tgatctcaaa 


gggtgtcgag 


600 


aaggctctag 


atgtcatggc 


taaggagtct 


ggctttgaag 


acatggccat 


catttccgtt 


660 


tccggcaatt 


tctgcaccga 


caagaaaccc 


gctgctatca 


attggatcga 


tggtcgcggc 


720 
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aagagtgtcg tggccgaggc tatcattcct ggtgacgtgg tcagatcagt tttgaagagc 
gacgtcaacg cccttgtcga gctcaacgtg tcgaagaact tgatcggtag t 



780 
831 



<210> 146 

<211> 2125 

<212> DNA 

<213> Raphanus sativus 

<400> 146 



cgccatctca 


ccatctcacc 


atctactcct 


tggatactcc 


tctcaatgga 


tatccgacgg 


60 


agacctccta 


aaccaccggt 


taacaaccct 


aaccggttct 


ccaacgacaa 


cgacgatcaa 


120 


ccccggacca 


aggcctcgga 


cgcgcttcct 


ctccctctat 


acctcaccaa 


cgccgtcttc 


180 


ttcactctct 


tcttctccgt 


cgcctactac 


ctcctccgcc 


gctggcgcga 


caagatccgc 


240 


cacagcaccc 


ctctccacgt 


catcaccatc 


accgagctcg 


gcgcgctact 


cgccctcgtc 


300 


gcctccttca 


tctacctcct 


aggcttcttc 


ggcatcgact 


tcgtccagtc 


gttcatctca 


360 


cgtgccgata 


caaataacga 


gttcgaagac 


caccgcctcg 


tcacgtgcct 


tcccaggggc 


420 


gacgtagagg 


tgtggtggtg 


tcacgtgccg 


atgcaaataa 


cgagtttgaa 


gaccaccgcg 


480 


tcgtcacgtg 


cgcccagggg 


cggacgtaga 


gtcgtggatc 


ccacgcttcc 


agaagaagac 


540 


gaggagatag 


taaaatctgt 


gatccgcgga 


gtgatccctt 


cctactccct 


cgagtccagc 


600 


ctcggagagt 


gcaagagagc 


ggcggcgata 


cggcgggaag 


cgctgcagag 


gatcacgggg 


660 


aggtcgatcg 


aagggttacc 


gttggaaggg 


tttgattacg 


agtccatatt 


agggcaatgc 


720 


tgcgagatgc 


ctgtagggta 


cgtgcagata 


cccgtgggaa 


tcgctgggcc 


tttgttgctg 


780 


gatgggtgtg 


agtactctgt 


gccgatggcg 


acgacggaag 


ggtgtttggt 


tgcgagtact 


840 


aatagagggt 


gcaaggctat 


gtatgtctct 


ggtgggggga 


cgagtacggt 


ggttaaggat 


900 


ggtatgacga 


gagcgcctgt 


ggtgaggttt 


gcgtcggcga 


gacgagcttc 


ggagcttaag 


960 


ttttacttgg 


aggatcttga 


gaactttgac 


acgttggctg 


ttgtctttaa 


caggtcaagt 


1020 


agattcgcga 


ggcttcagag 


tgttaagtgc 


acactcgcag 


ggaagaatgc 


ttatgtgagg 


1080 


tttagttgta 


gcactggtga 


tgctatgggg 


atgaatatgg 


tatccaaagg 


tgttcagaat 


1140 


gttcttgagt 


ttctcactga 


tgattttcct 


gacatggatg 


tcatcggaat 


ctccggtaac 


1200 


ttctgttcgg 


acaagaagcc 


tgcagctgtg 


aactggatcg 


agggacgtgg 


caaatcagtg 


1260 


gtatgcgagg 


ctgtgatcag 


aggagagatc 


gtgaacaagg 


tgttgaaaac 


gagcgtggct 


1320 


gccttggtgg 


agctcaatat 


gctcaagaac 


ctgacgggct 


ctgctgttgc 


aggctctcta 


1380 


ggtggattca 


acgcacacgc 


cagcaacata 


gtctcagctg 


tattcatagc 


tactggccaa 


1440 


gatccagctc 


aaaacgtgga 


gctctcacag 


tgcatcacaa 


tgatggaagc 


cgttaatgac 


1500 
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ggcaaagata 


ttcatgtctc 


tgtcactatg 


ccatctattg 


aggtggggac 


agtgggagga 


1560 


ggaacacagc 


ttgcgtctca 


atcagcgtgt 


ttaaacctgc 


tgggagttaa 


aggagcgagc 


1620 


acggagtctc 


cggggatgaa 


ctcaaggacg 


ctagcgacga 


tagtggcggg 


agcagttttg 


1680 


gctggagagt 


tatctttaat 


gtcagcaata 


gcagctggac 


aacttgtgaa 


gagtcacatg 


1740 


aaatacaata 


gatccagcag 


agacatatct 


ggagcaatga 


cagcgacaac 


aacatgatca 


1800 


ttgtcatcat 


ctgtgtggcc 


aaaacttgaa 


gaaggacaaa 


attctaaaaa 


agaggctcat 


1860 


aactctctgg 


tggacatctt 


tgagccatgt 


gccttgcctt 


tgccttcttt 


tgttcaataa 


1920 


aagttttttt 


ttcttttttt 


ttgggattaa 


gqgtqaqaaa 

ZJ ZJ ZJ "13 


qaqaqaqqqa 

z3 zj zj zj zj zj 


taatatcttt 


1980 


cttctttctc 


taactcatgg 


ataattcatg 


ttcttctttg 


atatatatgt 


cttagctttg 


2040 


tcgcgtgttt 


gttaggaaat 


ggtgtttata 


tgataaaaaa 


tgtatgcagt 


tacgttttgg 


2100 


gggcatgcac 


actcaggatt 


tttct 








2125 



<210> 147 

<211> 4725 

<212> DNA 

<213> Gibberella fujikuroi 



<400> 147 
gtcaatggct 


acttcaaata 


cccgcctttt 


ctccagatct 


tttcttcttc 


cccggactta 


60 


cacctgcgct 


tgagccaaaa 


tcaatgtggt 


aaacgacatc 


gacgaatagc 


ccttctaatc 


120 


ctcgaatcgt 


acccgatatc 


atggctgcga 


ttctcctgcc 


gcagcggttc 


cgcggcgaag 


180 


ctcccgtcac 


cgaaaaaact 


acgccgtcat 


gggcctccaa 


gcgacttacg 


cccatcgccc 


240 


agttcctctc 


ccgactcgcg 


tgctctcacc 


cgaataacaa 


caaccgtcgt 


cgccgtcgcc 


300 


gtccttgcga 


ggcacctcat 


acgtcggcct 


tctccaggag 


agcctcttca 


acaccgatgt 


360 


tgaaagcgct 


actcttggca 


aggccgattg 


gtctaccctc 


gtggaaggca 


gtcgagtcct 


420 


acgcgcagac 


ctgaaactgc 


ttggaactgg 


aaggccgtcg 


agcaggatgt 


cgttgccgat 


480 


gctggctcgg 


atgccgacca 


ccttgccctc 


agggactctt 


gtcttccagc 


aggcctctgc 


540 


ggagtcctcc 


agcactgctc 


ctcgctctca 


ccacgtgcct 


atcccccaga 


acctgtctat 


600 


tacgtctctt 


ccctctaccg 


agaatccgtt 


caccgcctac 


tctcaggaca 


gcatactcgc 


660 


ctacgctctt 


ccctactctg 


agggtcccga 


gttccttgct 


gctgcccaag 


agattcccaa 


720 


cgaagatgcc 


gtcgagattg 


agaccaagca 


cggacgcgag 


aagaaaacat 


ggatcatgaa 


780 


ggctgccaag 


gtcaacaccc 


gcaacagtgt 


tgtcaatggg 


ttagcaatgc 


ctggagcgag 


840 


ttcctcgacc 


ttctcaagaa 


cgccgagact 


ctcgatatcg 


tcatcatgct 


tcttggttac 


900 


attgccatgc 


acttgacatt 


tgtctccctc 


ttcctctcta 


tgcgtaagat 


gggttctaag 


960 
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ttctggctcg 


gcatctgtac 


tctgttctcc 


tctgtcttcg 


ccttcctctt 


cggtctcgtc 


1020 


gtcaccacga 


agctgggtgt 


tcccatcagc 


gtcattcttc 


tgtctgaggg 


tctccccttc 


1080 


ctggttgtca 


ccattggctt 


cgagaagaac 


attgttctca 


cccgcgctgt 


catgtcgcac 


1140 


gccattgagc 


accgacgaat 


ccaggctcag 


aactccaagt 


ctggcaagcg 


atctcccgac 


1200 


ggttccacgc 


agaacatgat 


ccagtatgct 


gttcaggccg 


ccatcaagga 


gaagggtttc 


1260 


gagatcattc 


gcgactacgc 


tattgagatt 


gtcattcttg 


tcattggtgc 


tgcttctggt 


1320 


gttcagggtg 


gtctccagca 


gttctgcttc 


ctggccgcct 


ggaccttgtt 


cttcgacttc 


1380 


atcctcctct 


tcacattcta 


cactgccatc 


ctcagcatca 


agcttagatc 


aaccgtatca 


1440 


agcgtcatgt 


cgatatgcgt 


atggcccttg 


aggatgatgg 


cgtcacgtcg 


tgttgccgag 


1500 


aatgtcgcga 


agggtgatga 


tgagctgaac 


cgcgtcaggg 


gtgacgcccc 


tctatttggc 


1560 


cgcaagagca 


gcagcattcc 


caagttcaag 


gtcttgatga 


ttctcggctt 


catcttcgtc 


1620 


aacattgtca 


acatctgctc 


gatcccattc 


cgcaacccta 


gctctatgtc 


caccatccga 


1680 


acctgggcca 


gcagtctggg 


tggtgttatc 


gctcctctct 


ccgttgaccc 


cttcaaggtt 


1740 


gcctccaacg 


gtctcgatgc 


catcctgcct 


accgccaagt 


ccaacaaccg 


acctacattg 


1800 


gtcactgtct 


tgactcccat 


caagtacgag 


ctcgagtacc 


cttcgatcca 


ctacgctctt 


1860 


ggttctgccg 


ccagcaaccc 


tgcctacaac 


gatgctttcc 


accatcactt 


ccagggctac 


1920 


ggtgtcggcg 


gccgcatggt 


tggcggcatt 


ctcaagtctc 


tcgaggatcc 


cgtcctctcc 


1980 


aagtggattg 


tcattgccct 


tgctctcagc 


gtcgctctta 


acggctacct 


cttcaacgtt 


2040 


gcccgctggg 


gaatcaagga 


ccccaatgtt 


cctgagcaca 


acatcgaccg 


aaacgaactt 


2100 


gcccgtgctc 


gcgagtttaa 


cgacaccggc 


tccgctactc 


ttcctctcgg 


cgaatacgtg 


2160 


cctcccactc 


ccatgcgaac 


ccaacccagc 


actcctgcta 


ttaccgacga 


cgaggccgaa 


2220 


ggtcttcaca 


tgacaaaggc 


tcgacctgcc 


aacctgccca 


accgaagcaa 


cgaagaactt 


2280 


gagaagctct 


tgtctgagaa 


cgcgctgcgc 


gagatgaccg 


acgaggaggt 


tatttctctg 


2340 


tctatgcgtg 


gcaagatccc 


tggttacgca 


cttgaaaaga 


ccctcggtga 


cttcactcgc 


2400 


gctgtcaaga 


ttcgacgaag 


cattattgct 


cgcaacaagg 


cggccgccga 


cattacccac 


2460 


tcgctcgacc 


gatccaagct 


accttacgag 


aactataact 


gggagcgctt 


ttttggcgca 


2520 


tgctgtgaga 


acgttattgg 


atacatgcct 


cttcccgtcg 


gtgttgctgg 


tcctcttgtc 


2580 


atcgatggac 


agagctactt 


catccccatg 


gctactactg 


agggtgtctt 


ggttgccagt 


2640 


gccagtcgag 


gttgcaaggc 


catcaactct 


ggtggtggtg 


ccatcactgt 


tctcactgct 


2700 


gatggtatga 


ctcgtggtcc 


ttgtgtcgct 


ttcgagactc 


ttgagcgcgc 


tggtgctgcc 


2760 


aagctctggc 


ttgactctga 


agctggtcag 


gatatgatga 


agaaggcttt 


caactcaacc 


2820 
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agtcgcttcg 


cccgcctcca 


gtccatgaag 


accgctcttg 


ctggtaccaa 


cctgtacatt 


2880 


cgattcaaga 


ccaccaccgg 


tgacgctatg 


ggtatgaaca 


tgatttccaa 


gggagtcgag 


2940 


cacgctctaa 


gcgtcatggc 


caacgatgga 


ggtttcgacg 


acatgcagat 


catctctgtc 


3000 


tctggcaact 


actgtacgga 


taagaaggcc 


gcggccctca 


actggatcga 


cggacgtggt 


3060 


aagggtgttg 


tcgctgaggc 


tatcattccc 


ggtgaggtcg 


tccgcagcgt 


tctcaagagc 


3120 


gatgtcgact 


ctcttgttga 


gctcaacgtt 


gctaagaact 


tgattggttc 


tgctatggct 


3180 


ggttcagttg 


gtggtttcaa 


cgcccacgct 


gccaacattg 


tcgctgctat 


tttcctggcc 


3240 


actggacagg 


accctgctca 


ggttgtcgag 


agcgccaatt 


gtatcaccat 


catgaagaag 


3300 


taagtttgtc 


tcgcacatca 


agtcggaaac 


atgctaacgt 


ccatagcctc 


aatggagctc 


3360 


tccagatctc 


cgtctctatg 


ccctcgctcg 


aggtcggaac 


tctcggcggt 


ggtaccatcc 


3420 


tcgagcccca 


gggcgccatg 


ctcgacatcc 


ttggtgtccg 


aggctctcac 


cccaccaacc 


34 80 


ccggtgacaa 


cgcccgccgt 


ctcgcccgca 


tcatcggtgc 


agccgtcctc 


gccggcgagc 


3540 


tttctctctg 


cagtgccttg 


gccgccggtc 


atctcgtccg 


agctcacatg 


cagcataacc 


3600 


gaagtgccgc 


tccctctcgc 


agcaccactc 


ctggctcctc 


ccatgacgcc 


cgtctcactg 


3660 


gccatgacca 


gtgcccaaga 


gcgctcagcg 


tcaacaacgt 


cgatgagcgc 


cgtcgctatt 


3720 


cagaggtcaa 


agcgatagac 


gaataacttt 


gcatttgaag 


gagtagaggc 


gagcgggtga 


3780 


taaaaagttt 


acatagacga 


gagcatgtat 


gagtatgata 


cactacacac 


atggtctggg 


3840 


atggagtgaa 


tggtcacaca 


gcatggagtt 


tttgcattga 


acattctgga 


aagatgaaag 


3900 


catccataca 


tatatataca 


gccgccgaaa 


gatggctatt 


gaagatggta 


gttatgttag 


3960 


aagaccactt 


cgcaattcaa 


ttttaatcct 


tttttgtgaa 


atcatgcata 


tgtcttcacc 


4020 


cttgccactg 


catctccatc 


aatggacgtg 


aactttatgc 


ccttgtcctc 


catgcctttc 


4080 


ttgcactcct 


cccacttgtc 


aagcatgact 


ggctttgtcc 


cttcgctgac 


aatccacgtc 


4140 


gtatacccct 


ccttcagcgc 


atcctcggcc 


gtagctttga 


cgcaaaagtc 


tgctgccagc 


4200 


cctaccacaa 


aaacatccgt 


gacaccctgc 


tcactcaaca 


tgcccgcgag 


tccactatca 


4260 


ctcaccctaa 


acggatcata 


aaacgcactg 


tacatctcca 


cccgctcatc 


ctgccccttt 


4320 


tcgataacgg 


catggacacg 


cgagacgtca 


gctcgggacc 


agctcacacc 


ccgggtcctt 


4380 


ggacgcaatg 


tgttggcata 


cgttgtttcg 


tagctctggg 


aaggatcttt 


ggggtgctgg 


4440 


attgttgtag 


ttgatgtgta 


tggttgttga 


agaggcgtga 


tttgaggcga 


aagatatgtg 


4500 


ggaaggtggg 


tggaagtctt 


ttgttgcgag 


gatgagcaaa 


aggaggtggt 


aaggtggtta 


4560 


ttgggagcta 


tgtgcgcctt 


gaaggacgca 


agagccgact 


gagagtagcc 


ttggaggtgg 


4620 
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gtggaagtct 


tttgttgcga 


ggatgagcaa 


aaggaggtgg 


taaggtggtt 


attgggagct 


4680 


atgtgcgcct 


tgaaggacgc 


aagagccgac 


tgagagtagc 


cttgg 




4725 


<210> 148 
<211> 1393 
<212> DNA 

<213> Artificial sequence 










<220> 

<223> CDS 














<220> 

<221> misc feature 
<222> (1) . . (1393) 
<223> CDS 












<400> 148 
cagactatta 


tgctgtcttc 


ttggtgcaag 


cgccttgcag 


atcctgtaaa 


ttgatcttcg 


60 


aacggttgtg 


aatcatatga 


gatttgacaa 


gatgtccggc 


cgccaaggca 


gccataagag 


120 


acaattcgcc 


ggccattacg 


gtcccacaca 


caattcgtgc 


aagttgccgg 


gcattttcgc 


180 


caggattatc 


tttgcatgct 


ccttgaacac 


ccaacatttg 


cagacaggcc 


tgctgtggaa 


240 


gaaggttggt 


gccaccaccc 


acggtaccaa 


tctcgataga 


tggcatggtg 


cagctgatat 


300 


ataaatcttc 


atttgtcgga 


cctgaggctt 


ccattaaagt 


aatacagtta 


gaggatccaa 


360 


cattctgagc 


tgcgtcctgg 


ccacaagcaa 


tgtagatagc 


ggtgacaatg 


tttgcagcat 


420 


gagcgttgta 


gcctccgatg 


ctaccagcca 


ttgcagagcc 


cactaaattc 


ttgttaatat 


480 


taacctcaat 


catagcctct 


gtggtagtct 


ttaaaacttc 


tctaacaacc 


ttgcttggaa 


540 


ttacagcttc 


acaaacaaca 


gattttccac 


ggccctcaat 


ccaattgata 


gcagcaggtt 


600 


tcttgtcagt 


acaatagtta 


ccactaacag 


ccagaatctg 


catttccgga 


aaatactcgt 


660 


gaagcttgga 


aagtgctttc 


tctgtgccct 


tagatatcat 


gttcataccc 


attgcgtcac 


720 


cagatctgga 


ctggaaacgg 


atataaaggt 


tgcgtccagc 


gatactagta 


tgaagtttct 


780 


gaaggcgcgc 


aaatctgcta 


y u uy u v— a cx 


atgcctcctt 


gatcactgcg 


aacccttcgg 


840 


atgtttcgag 


ccatgctttc 


acttctgcag 


agtcacaagc 


ccttggaaga 


cgcacaactg 


900 


ggccacgcgt 


cataccatct 


gcaagaactc 


gggagctggc 


acctccacca 


agaccgatcg 


960 


ctctgcaacc 


tctattggtg 


ctagccacaa 


gacaaccttc 


tgttgttgcc 


attggaacct 


1020 


ggaattcttt 


ttcatccaag 


caaagaggtc 


ctgccactcc 


cacagggatg 


ggcatatatc 


1080 


caataacatt 


ctcacaacag 


gctcccatca 


ccaaagagta 


attataatcg 


cgataaggca 


1140 


gatactggag 


agagctcggt 


tcagaaagtt 


tcttcgaaag 


taactgtcgg 


cgaatcgata 


1200 


caccacgctc 


atgagtttcc 


atcagagtct 


cgagcttgta 


agctgggata 


tgtttagcat 


1260 


25156216 
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tcactaactg gatgatctcg gcgtcactaa ggaactttgc acctttctct gcattaccaa 1320 
ggatctgtag acattcttca ttaggccgag gttcccgcgg aagttcaatt tcaggttcct 1380 
gggtaaccag aac 1393 

<210> 149 

<211> 354 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_f eature 

<222> (1) . . (354) 

<223> CDS 

<400> 149 

ctagactatt atgctgtctt cttggtgcaa gcgccttgca gatcctgtaa attgatcttc 60 

gaacggttgt gaatcatatg agatttgaca agatgtccgg ccgccaaggc agccataaga 120 

gacaattcgc cggccattac ggtcccacac acaattcgtg caagttgccg ggcattttcg 180 

ccaggattat ctttgcatgc tccttgaaca cccaacattt gcagacaggc ctgctgtgga 240 

agaaggttgg tgccaccacc cacggtacca atctcgatag atggcatggt gcagctgata 300 

tataaatctt catttgtcgg acctgaggct tccattaaag taatacagtt agag 354 

<210> 150 

<211> 309 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> mis cofeature 

<222> (1) . . (309) 

<223> CDS 

<400> 150 

agcttcacga gtattttccg gaaatgcaga ttctggctgt tagtggtaac tattgtactg 60 

acaagaaacc tgctgctatc aattggattg agggccgtgg aaaatctgtt gtttgtgaag 120 

ctgtaattcc aagcaaggtt gttagagaag ttttaaagac taccacagag gctatgattg 180 

aggttaatat taacaagaat ttagtgggct ctgcaatggc tggtagcatc ggaggctaca 240 

acgctcatgc tgcaaacatt gtcaccgcta tctacattgc ttgtggccag gacgcagctc 300 
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agaatgttg 



309 



<210> 151 

<211> 360 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_feature 

<222> (1) . . (360) 

<223> CDS 



<400> 151 

agcttggaaa gtgctttctc tgtgccctta gatatcatgt tcatacccat tgcgtcacca 60 

gatctggact ggaaacggat ataaaggttg cgtccagcga tactagtatg aagtttctga 120 

aggcgcgcaa atctgctagt gctgtcaaat gcctccttga tcactgcgaa cccttcggat 180 

gtttcgagcc atgctttcac ttctgcagag tcacaagccc ttggaagacg cacaactggg 240 

ccacgcgtca taccatctgc aagaactcgg gagctggcac ctccaccaag accgatcgct 300 

ctgcaacctc tattggtgct agccacaaga caaccttctg ttgttgccat tggaacctgg 360 



<210> 152 

<211> 371 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_feature 

<222> (1) . . (371) 

<223> CDS 



<400> 152 

aattcttttt catccaagca aagaggtcct gccactccca cagggatggg catatatcca 
ataacattct cacaacaggc tcccatcacc aaagagtaat tataatcgcg ataaggcaga 
tactggagag agctcggttc agaaagtttc ttcgaaagta actgtcggcg aatcgataca 
ccacgctcat gagtttccat cagagtctcg agcttgtaag ctgggatatg tttagcattc 
actaactgga tgatctcggc gtcactaagg aactttgcac ctttctctgc attaccaagg 
atctgtagac attcttcatt aggccgaggt tcccgcggaa gttcaatttc aggttcctgg 
gtaaccagaa c 



60 
120 
180 
240 
300 
360 
371 
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<210> 153 

<211> 1159 

<212> DNA 

<213> Rattus norvegicus 
<220> 

<221> misc_f eature 

<222> (1) . . (1159) 

<223> n equals unknown 



<400> 153 
ccgattaggt 


ccccaaaacg 


ggggacgtcc 


atggggatga 


acatgatttc 


caagggtacg 


60 


gagaaagcac 


ttctgaagct 


tcaagagttc 


tttcctgagc 


tgcagattct 


ggcggtcagt 


120 


ggtaactatt 


gcaccgacaa 


gaaacctgct 


gccataaact 


ggatcgaagg 


gagaggaaag 


180 


actgtggttt 


gtgaagctgt 


cattccagcc 


aaggtggtga 


gagaagtatt 


aaagagcact 


240 


acggaagcta 


tggttgacgt 


aaacattaat 


aagaatcttg 


tgggctctgc 


catggctggt 


300 


agcataggag 


gctacaacgc 


ccatgctgcc 


aacatcgtca 


ctgccatcta 


cattgcatgt 


360 


gcccaggatg 


cagcacagaa 


tgtggggagt 


tcaaactgta 


ttactttaat 


ggaagcaagt 


420 


ggtcccncnn 


ntgaagactt 


gnnnnncagc 


tgnnncatgc 


cgtctataga 


gatcggaacc 


480 


gtgggtggtg 


ggaccaacct 


tctacctcag 


caagcctgcc 


tgcagatgct 


aggtgttcaa 


540 


ggggcgtgca 


aagacaatcc 


tggagaaaat 


gcacggcagc 


ttgcccgaat 


tgtgtgtggc 


600 


actgtaatgg 


ctggtgagtt 


gtccttgatg 


gcagcattgg 


cagcaggaca 


tcttgtcaga 


660 


agtcacatgg 


ttcacaacag 


atcaaagata 


aatttacaag 


atctgcaggg 


aacatgcacc 


720 


aagaaggcag 


cttgagcatc 


ctgacatact 


tgaactgaaa 


cacgggcatt 


gggttctcaa 


780 


ggtctaacat 


gaaatctgtg 


aattaaaaat 


gtcagtgcag 


tgtcttgtgg 


aagatgaacg 


840 


tgatcagtga 


gcctgcttgg 


tttctggctc 


tttcagagac 


gtctgcggtc 


ctttgcacca 


900 


gactcctcag 


acgtgggaac 


tatggttctt 


tccgtgccgt 


attctagaaa 


gatctcatgt 


960 


ggatgtcatg 


gtgctctgag 


caccacagat 


gtgactgcag 


ctcgtttcta 


aaagctgcca 


1020 


caagctggaa 


gctggtgttt 


tgacgaaatg 


atggatcttg 


gtgatcagtg 


tggggctcac 


1080 


ctccaatggg 


ttaaaatgga 


gttttaaatg 


acactgtagc 


tgacagaact 


ctcgattttt 


1140 


atttattcag 


tctgggcgg 










1159 



<210> 154 
<211> 2195 
<212> DNA 

<213> Arabidopsis thaliana 
<400> 154 

acttatcacg ccacctcacc acctctctcc tactctcctc tctctccccc ctggagagat 60 
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tattcattcc 


ctccaatgga 


tctccgtcgg 


aggcctccta 


aaccaccggt 


taccaacaac 


120 


aacaactcca 


acggatcttt 


ccgttcttat 


cagcctcgca 


cttccgatga 


cgatcatcgt 


180 


cgccgggcta 


caacaattgc 


tcctccaccg 


aaagcatccg 


acgcgcttcc 


tcttccgtta 


240 


tatctcacaa 


acgccgtttt 


cttcacgctc 


ttcttctccg 


tcgcgtatta 


cctcctccac 


300 


cggtggcgtg 


acaagatccg 


ttacaatacg 


cctcttcacg 


tcgtcactat 


cacagaactc 


360 


ggcgccatta 


ttgctctcat 


cgcttcgttt 


atctatctcc 


tagggttttt 


tggtattgac 


420 


tttgttcagt 


catttatctc 


acgtgcctct 


ggtgatgctt 


gggatctcgc 


cgatacgatc 


480 


gatgatgatg 


accaccgcct 


tgtcacgtgc 


tctccaccga 


ctccgatcgt 


ttccgttgct 


540 


aaattaccta 


atccggaacc 


tattgttacc 


gaatcgcttc 


ctgaggaaga 


cgaggagatt 


600 


gtgaaatcgg 


ttatcgacgg 


agttattcca 


tcgtactcgc 


ttgaatctcg 


tctcggtgat 


660 


tgcaaaagag 


cggcgtcgat 


tcgtcgtgag 


gcgttgcaga 


gagtcaccgg 


gagatcgatt 


720 


gaagggttac 


cgttggatgg 


atttgattat 


gaatcgattt 


tggggcaatg 


ctgtgagatg 


780 


cctgttggat 


acattcagat 


tcctgttggg 


attgctggtc 


cattgttgct 


tgatggttat 


840 


gagtactctg 


ttcctatggc 


tacaaccgaa 


ggttgtttgg 


ttgctagcac 


taacagaggc 


900 


tgcaaggcta 


tgtttatctc 


tggtggcgcc 


accagtaccg 


ttcttaagga 


cggtatgacc 


960 


cgagcacctg 


ttgttcggtt 


cgcttcggcg 


agacgagctt 


cggagcttaa 


gtttttcttg 


1020 


gagaatccag 


agaactttga 


tactttggca 


gtagtcttca 


acaggtcgag 


tagatttgca 


1080 


agactgcaaa 


gtgttaaatg 


cacaatcgcg 


gggaagaatg 


cttatgtaag 


gttctgttgt 


1140 


agtactggtg 


atgctatggg 


gatgaatatg 


gtttctaaag 


gtgtgcagaa 


tgttcttgag 


1200 


tatcttaccg 


atgatttccc 


tgacatggat 


gtgattggaa 


tctctggtaa 


cttctgttcg 


1260 


gacaagaaac 


ctgctgctgt 


gaactggatt 


gagggacgtg 


gtaaatcagt 


tgtttgcgag 


1320 


gctgtaatca 


gaggagagat 


cgtgaacaag 


gtcttgaaaa 


cgagcgtggc 


tgctttagtc 


1380 


gagctcaaca 


tgctcaagaa 


cctagctggc 


tctgctgttg 


caggctctct 


aggtggattc 


1440 


aacgctcatg 


ccagtaacat 


agtgtctgct 


gtattcatag 


ctactggcca 


agatccagct 


1500 


caaaacgtgg 


agagttctca 


atgcatcacc 


atgatggaag 


ctattaatga 


cggcaaagat 


1560 


atccatatct 


cagtcactat 


gccatctatc 


gaggtgggga 


cagtgggagg 


aggaacacag 


1620 


cttgcatctc 


aatcagcgtg 


tttaaacctg 


ctcggagtta 


aaggagcaag 


cacagagtcg 


1680 


ccgggaatga 


acgcaaggag 


gctagcgacg 


atcgtagccg 


gagcagtttt 


agctggagag 


1740 


ttatctttaa 


tgtcagcaat 


tgcagctgga 


cagcttgtga 


gaagtcacat 


gaaatacaat 


1800 


agatccagcc 


gagacatctc 


tggagcaacg 


acaacgacaa 


caacaacaac 


atgatctgaa 


1860 


tctgaatcat 


catcctctca 


aagaaggaca 


acaatccaaa 


acaagggcag 


gctttttaca 


1920 
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acgcattcca 


acctcaaaac 


tcgctggtgg 


acagatttta 


gccatggtgg 


cggtaatgcg 


1980 


tttgcccttt 


tgttaaaata 


aaaaaactat 


ttgttttgtt 


tgtttgactt 


gatatctttt 


2040 


tttgggattg 


aggattgaga 


gagatagaga 


gattttacaa 


actttctctc 


tttctctctt 


2100 


tctctctttc 


tcatggataa 


ttcgtgtctc 


tttgatttgt 


ctaaggtttg 


tctttgtttg 


2160 


ttaggaagtg 


gtctatatga 


acgaaaaatt 


tgtgt 






2195 



<210> 155 

<211> 1394 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_feature 

<222> (1) . . (1394) 

<223> CDS 



<400> 155 
ca tggt t ctg 


gttacccagg 


aacctgaaat 


tgaacttccg 


cgggaacctc 


ggcctaatga 


60 


agaatgtcta 


cagatccttg 


gtaatgcaga 


gaaaggtgca 


aagttcctta 


gtgacgccga 


120 


gatcatccag 


ttagtgaatg 


ctaaacatat 


cccagcttac 


aagctcgaga 


ctctgatgga 


180 


aactcatgag 


cgtggtgtat 


cgattcgccg 


acagttactt 


tcgaagaaac 


tttctgaacc 


240 


gagctctctc 


cagtatctgc 


cttatcgcga 


ttataattac 


tctttggtga 


tgggagcctg 


300 


ttgtgagaat 


gttattggat 


atatgcccat 


ccctgtggga 


gtggcaggac 


ctctttgctt 


360 


ggatgaaaaa 


gaattccagg 


ttccaatggc 


aacaacagaa 


ggttgtcttg 


tggctagcac 


420 


caatagaggt 


tgcagagcga 


tcggtcttgg 


tggaggtgcc 


agctcccgag 


ttcttgcaga 


480 


tggtatgacg 


cgtggcccag 


ttgtgcgtct 


tccaagggct 


tgtgactctg 


cagaagtgaa 


540 


agcatggctc 


gaaacatccg 


aagggttcgc 


agtgatcaag 


gaggcatttg 


acagcactag 


600 


cagatttgcg 


cgccttcaga 


aacttcatac 


tagtatcgct 


ggacgcaacc 


tttatatccg 


660 


tttccagtcc 


agatctggtg 


acgcaatggg 


tatgaacatg 


atatctaagg 


gcacagagaa 


720 


agcactttcc 


aagcttcacg 


agtattttcc 


ggaaatgcag 


attctggctg 


ttagtggtaa 


780 


ctattgtact 


gacaagaaac 


ctgctgctat 


caattggatt 


gagggccgtg 


gaaaatctgt 


840 


tgtttgtgaa 


gctgtaattc 


caagcaaggt 


tgttagagaa 


gttttaaaga 


ctaccacaga 


900 


ggctatgatt 


gaggttaata 


ttaacaagaa 


tttagtgggc 


tctgcaatgg 


ctggtagcat 


960 


cggaggctac 


aacgctcatg 


ctgcaaacat 


tgtcaccgct 


atctacattg 


cttgtggcca 


1020 
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ggacgcagct cagaatgttg gatcctctaa ctgtattact ttaatggaag cctcaggtcc 1080 

gacaaatgaa gatttatata tcagctgcac catgccatct atcgagattg gtaccgtggg 1140 

tggtggcacc aaccttcttc cacagcaggc ctgtctgcaa atgttgggtg ttcaaggagc 1200 

atgcaaagat aatcctggcg aaaatgcccg gcaacttgca cgaattgtgt gtgggaccgt 1260 

aatggccggc gaattgtctc ttatggctgc cttggcggcc ggacatcttg tcaaatctca 1320 

tatgattcac aaccgttcga agatcaattt acaggatctg caaggcgctt gcaccaagaa 1380 

gacagcataa tagt 1394 

<210> 156 

<211> 354 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_f eature 

<222> (1) . . (354) 

<223> CDS 

<400> 156 

gatcctctaa ctgtattact ttaatggaag cctcaggtcc gacaaatgaa gatttatata 60 

tcagctgcac catgccatct atcgagattg gtaccgtggg tggtggcacc aaccttcttc 120 

cacagcaggc ctgtctgcaa atgttgggtg ttcaaggagc atgcaaagat aatcctggcg 180 

aaaatgcccg gcaacttgca cgaattgtgt gtgggaccgt aatggccggc gaattgtctc 240 

ttatggctgc cttggcggcc ggacatcttg tcaaatctca tatgattcac aaccgttcga 300 

agatcaattt acaggatctg caaggcgctt gcaccaagaa gacagcataa tagt 354 

<210> 157 

<211> 309 

<212> DNA 

<213> Artificial sequence 
<220> 

<223> CDS 
<220> 

<221> misc_f eature 

<222> (1) . . (309) 

<223> CDS 



<400> 157 

agcttcacga gtattttccg gaaatgcaga ttctggctgt tagtggtaac tattgtactg 60 
acaagaaacc tgctgctatc aattggattg agggccgtgg aaaatctgtt gtttgtgaag 120 
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ctgtaattcc 


aagcaaggtt 


gttagagaag 


ttttaaagac 


taccacagag 


gctatgattg 


180 


aggttaatat 


taacaagaat 


ttagtgggct 


ctgcaatggc 


tggtagcatc 


ggaggctaca 


240 


acgctcatgc 


tgcaaacatt 


gtcaccgcta 


tetacattge 


ttgtggccag 


gacgcagctc 


300 


agaatgttg 












309 


<210> 158 
<211> 1227 
<212> DNA 
<213> Human 












<400> 158 
tggtccccta 


tcgcctccgc 


ctagcagctg 


ccatcggtgc 


gcccccacag 


ctctaggacc 


60 


aataggcagg 


ccctagtgct 


gggactcgaa 


eggctattgg 


ttggccgagc 


cgtggtgaga 


120 


qataatqcqq 


tgcctgttct 


tggccctgca 


gagagctgtg 


ggcggttgtt 


aaggcgaccg 


180 


ttcgtgacgt 


agcgccgtca 


ggccgagcag 


cccccaggcg 


attggctaga 


caatcgaacg 


240 


atcctctctt 


a ttggtcgaa 


ggctcgtcca 


gctccgagcg 


tgcgtaaggt 


gagggctcct 


300 


tccgctccgc 


gaetgegtta 


actggageca 


ggctgagcgt 


cggcgccggg 


gttcggtggc 


360 


ctctagtgag 


at ctggaggt 


gaggegggeg 


gtgaccgaga 


agaggggcag 


gggcggcggg 


420 


qaqcqqqqcq 


aqatqqqtqq 


gageggggtt 


tgggctgtgt 


tggtggcaat 


tctggagctt 


480 


ccct cggccc 


taacraaatacj 

*- ^ v ~ ^3 ^3 


ctaccggcag 


ctcctgcgga 


cctggagggg 


gctgcggttg 


540 


cgctttgt eg 


qtqtqqcaqc 


tcggacccgc 


ggggactgea 


aggaatgtcc 


ttgaggcccg 


600 


geaggecgag 


cggcggccgg 


catcagtgcc 


ggagtaaccc 


ggggtccegg 


ggtgggcttg 


660 


agaggeggge 


ggcggtctgg 


cctcttcgtg 


actgeggtea 


tcatcggtgg 


acccgcgggg 


720 


cgtagctgcg 


ttcatcgtcc 


ctgttcagtc 


agagtaggca 


gtgctggctg 


cacggtcacg 


780 


aaaatfegggg 


eggaaagggt 


gtcaggcagg 


gtgacctegg 


aggcccctgg 


attcgagaaa 


840 


tgctaggggt 


ctatggggct 


gtegggcegg 


cagctcgcag 


ggcagacggg 


agaagegect 


900 


gcatcccggg 


ateeggcatt 


ctcgccagga 


actgctgttc 


gttagcacct 


ttcttttagg 


960 


tgacgggaaa 


gatctctgta 


aatactgctg 


actaacttag 


aaccatgaaa 


gaaccgtgga 


1020 


ttggtgtaga 


tgtgtctggt 


tatttacagg 


agaaeggett 


gagaggatgc 


ggagcccaac 


1080 


gtgggacttc 


gcacaatgac 


tcaaaagatt 


cttctccctc 


tttttttttt 


tttttttttg 


1140 


gtaaggggtg 


tagtctcctt 


ggtgctgata 


ttcttttagg 


aaaaatgtac 


cttggagata 


1200 


caaatataga 


acagttaatt 


tetgeag 








1227 



<210> 159 
<211> 1757 
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<212> DNA 
<213> Human 

<400> 159 



tgaatagccc 


gacagttctg 


aactggaaca 


tgggcattgg 


gttctaaagg 


actaacataa 


60 


aatctgtgaa 


ttaaaaaagc 


tcaatgcatt 


gtcttgtgga 


ggatgaataa 


atgtgatcac 


120 


tgagacagcc 


acttggtttt 


tggctctttc 


agagaggtct 


caggttcttt 


ccatgcagac 


180 


tcctcagatc 


tgaacacagt 


ttagtgcttt 


acatgctgtg 


ctctttgaag 


agatttcaac 


240 


aagaatattg 


tatgttaaag 


catcagagat 


ggtaatctac 


agctcacctc 


tgaaagcaaa 


300 


tataagctgg 


gaaaaaagtt 


ttgatgaaat 


tcttgaagtt 


catggtgatc 


agtgcaattg 


360 


accttctccc 


tcactcctgc 


cagttgaaaa 


tggattttta 


aattatactg 


tagctgatga 


420 


aactcctgat 


tttgtagtta 


atttattaag 


tctgggatgt 


agaacttcaa 


gaagtaagag 


480 


ctaagttcta 


agttcatgtt 


tgtaaattaa 


tacttcattt 


ggtgctggtc 


tattttgatt 


540 


ttggggggta 


atcagcatta 


ttcttcagaa 


ggggacctgt 


tttcttcaag 


ggaagaaaca 


600 


ctcttattcc 


caaactacag 


aataatgtgt 


taaacatgct 


aaatagttct 


atcaggaaaa 


660 


caaatcactg 


tatttatctc 


cgcaggctat 


ttgttcagag 


aggccttttg 


tttaaatata 


720 


aatgtttaaa 


tataaatgtt 


tgtctggatt 


ggctataaca 


tgtctttcag 


cattaggctt 


780 


ttaagaaaca 


cagggttttg 


tattctttac 


taaagatatc 


agagctctta 


atgttgctta 


840 


gatgagggtg 


actgtcaagt 


acaagcaaga 


ctgggacctt 


agaaatcatt 


gtagaaacac 


900 


agttttgaaa 


gatttttacc 


atgtctctaa 


gccaacttta 


attgcttaaa 


agacattttt 


960 


atttagttga 


aaaatctagt 


tttttttgta 


aactgtacca 


aatctgtata 


tgttgtaata 


1020 


aaacttatgc 


tagtttattg 


gaagtgttca 


agaaataaaa 


atcaacttgt 


gtactgataa 


1080 


aatactctag 


cctgggccag 


agaagataat 


gttctttaat 


gttgtcagga 


aaccctggct 


1140 


tgcttgccga 


gcctaatgaa 


agggaaagtc 


agctttcaga 


gccagtgaag 


gagccacgtg 


1200 


aatggcccta 


gaactgtgcc 


tagttcctgt 


ggccaggagg 


ttggtgactg 


aaacattcac 


1260 


acagggctct 


tggatggacc 


cacgaacgct 


cttagctttc 


tcagggggtc 


agcagagtta 


1320 


ttgaatctta 


atttttttta 


atgtacaagt 


tttgtataaa 


taataaagaa 


ctccttattt 


1380 


tgtattacat 


ctaatgctta 


agtgttgctc 


ttggaaagct 


gatgatgtct 


cttgtagaga 


1440 


tgactctgaa 


aaacattcca 


ggaaaccatg 


gcagcatgga 


gagcctctta 


gtgattgtgt 


1500 


ctgcattgtt 


attgtggaag 


atttaccttt 


tctgttgtac 


gtaaagctta 


aattactttt 


1560 


gttgtgactt 


tttagccagt 


gactttttct 


gagcttttca 


tggaagtggc 


agtgaaaaat 


1620 


atgttgagtg 


ttcaaaaaag 


tgactgtaat 


taatatcttg 


ctggattaat 


gttttgtaca 


1680 


attactaaat 


tgtatacatt 


ttgttataga 


atactttttt 


ctagtttcag 


taaataatga 


1740 
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aaaggaagtt aatacca 



1757 



<210> 160 

<211> 1045 

<212> DNA 

<213> Mus musculus 

<400> 160 



gagaaagcac 


tgctgaagct 


tcaggagttc 


tttcctgaca 


tgcagattct 


ggcagtcagt 


60 


gggaactatt 


gcaccgacaa 


gaagcctgct 


gccataaatt 


ggatcgaagg 


acgaggaaag 


120 


actgtggttt 


gtgaagccgt 


cattccagcc 


aaggtggtga 


gagaggtgtt 


aaagacaact 


180 


acggaagcta 


tggttgacgt 


aaacattaac 


aagaatcttg 


tgggctcggc 


catggctggg 


240 


agcataggcg 


gctacaacgc 


ccacgcagca 


aacattgtca 


ctgctatcta 


catcgcatgt 


300 


ggccaggatg 


cagcacagaa 


tgtggggagt 


tcaaactgta 


ttactttaat 


ggaagccagt 


360 


ggtcccacaa 


atgaagactt 


atatatcagc 


tgcaccatgc 


catcgataga 


gataggaacc 


420 


gtgggtggtg 


ggaccaacct 


tctacctcag 


caagcctgcc 


tgcagatgct 


aggtgttcaa 


480 


ggagcatgca 


aagacaatcc 


tggagaaaac 


gcacggcagc 


ttgcccgaat 


tgtatgtggc 


540 


actqtqatqq 


ctqqtqaqct 


gtccttgatg 


qcaqccttqq 


cagcaggaca 


tcttgtcaga 


600 


agtcacatgg 


ttcacaacag 


atcaaagata 


aatttacaag 


atcttcaagg 


aacgtgcacc 


660 


aagaaggcag 


cttgaggatc 


ctgacactga 


actgaagcgc 


gggcattggg 


ttctcaagga 


720 


ctaacatgca 


atctgtgaat 


taaaaatctc 


aatgcactgt 


ctagtggaag 


atgaatggac 


780 


atgatcagtg 


acacccctgc 


ttggtttctg 


gcgctttcag 


agacgtctga 


ggttctttgc 


840 


acagagactc 


ctcagatgtg 


gaaactctgg 


ttctttccgt 


gctgtgttct 


ggaaagatct 


900 


cacgtggatg 


gtaccggtgc 


tctgagcacc 


acagatgtga 


gctacagttc 


gtttctgaaa 


960 


gctaccacaa 


gctggaaact 


ggtgatgtgt 


ggggctcacc 


tctccgtggg 


ttaaaaatgg 


1020 


ttttaaatga 


cactgtagct 


gacag 








1045 



<210> 161 
<211> 2664 
<212> DNA 

<213> Mesocricetus auratus 
<400> 161 

atgttgtcaa gacttttccg tatgcatggc ctctttgtgg cctcccaccc ctgggaagtt 60 
attgtgggga cggtgacact taccatctgt atgatgtcaa tgaacatgtt cactggcaac 120 
aacaagatct gtggttggaa ttacgagtgc ccaaaatttg aagaggacgt attgagcagt 180 
gacatcatca tcctcaccat aacacggtgc atcgccatcc tgtacattta cttccagttc 240 
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cagaacttac 


gtcagcttgg 


gtcgaaatat 


attttaggta 


ttgctggcct 


gttcacaatt 


300 


ttctcaagtt 


ttgtctttag 


tacagtcgtc 


attcacttct 


tagacaaaga 


actgacaggc 


360 


ttaaatgaag 


ctttgccctt 


tttcctgctt 


ttgattgacc 


tttctagagc 


gagtgcacta 


420 


gcaaagtttg 


ccctaagttc 


aaactctcag 


gatgaagtaa 


gggaaaatat 


agctcgtgga 


480 


atggcaattc 


tgggccccac 


atttaccctt 


gatgctcttg 


tggaatgtct 


tgtaattgga 


540 


gttggcacca 


tgtcaggggt 


gcgccagctg 


gagatcatgt 


gctgctttgg 


ctgcatgtct 


600 


gtgcttgcca 


actacttcgt 


gttcatgacg 


ttcttcccag 


cgtgtgtgtc 


cctggtccta 


660 


gagctttctc 


gggaaagccg 


agagggtcgt 


ccaatttggc 


agctcagcca 


ttttgccaga 


720 


gttttggaag 


aagaagaaaa 


taaaccgaac 


cctgtaaccc 


aaagggtcaa 


gatgattatg 


780 


tctttaggct 


tggttcttgt 


tcatgctcac 


agtcgctgga 


tagctgatcc 


ttcccctcag 


840 


aacagcacaa 


cagaacattc 


taaagtttcc 


ttgggactag 


atgaagatgt 


gtccaagaga 


900 


attgaaccaa 


gtgtttctct 


ctggcagttt 


tatctctcca 


agatgatcag 


catggacatt 


960 


gaacaagtgg 


ttaccctgag 


cttagctttc 


ctgttggctg 


tcaagtacat 


tttctttgaa 


1020 


caagcagaga 


cagaatctac 


gctgtcttta 


aaaaatccta 


tcacgtctcc 


tgttgcgacc 


1080 


ccaaagaaag 


ctccagacaa 


ctgttgcaga 


cgggagcctg 


tgctctcgag 


aaggaatgag 


1140 


aagctttcgt 


cagttgagga 


ggagcctggg 


gtgaaccaag 


atagaaaagt 


tgaggttata 


1200 


aaaccattag 


tggcagaaac 


tgagagcaca 


agcagagcta 


cattcgtgct 


tggcgcctct 


1260 


gggggctgct 


ctccagtggc 


actggggaca 


caggagcctg 


aaattgaact 


tcccagtgag 


1320 


cctcgaccta 


atgaagaatg 


tctgcagata 


ctggagagtg 


ccgagaaagg 


tgcaaagttc 


1380 


ctgagcgatg 


cagagatcat 


ccagttggtc 


aatgccaagc 


acatcccggc 


ctacaaattg 


1440 


gaaactctaa 


tggaaactca 


tgaacgtggt 


gtatctattc 


gccggcagct 


cctctccaca 


1500 


aagcttccag 


agccttcttc 


tctacagtac 


ctgccttata 


gagattataa 


ttattccctg 


1560 


gtgatgggag 


cttgctgtga 


gaatgtgatc 


ggatatatgc 


ccatccctgt 


cggagtggca 


1620 


gggcctctgt 


gcctggatgg 


gaaagagtac 


caggttccaa 


tggcaacaac 


ggaaggctgt 


1680 


ctggtggcca 


gcaccaacag 


aggctgcagg 


gcaataggtc 


ttggtggagg 


tgccagcagc 


1740 


cgggtccttg 


cagatgggat 


gacccgaggc 


ccagtggtgc 


gtcttcctcg 


tgcttgtgat 


1800 


tctgcagaag 


tgaaggcctg 


gcttgaaaca 


cccgaagggt 


ttgcagtgat 


aaaggacgcc 


1860 


ttcgatagca 


ccagcagatt 


cgcacgtcta 


cagaagcttc 


atgtgactat 


ggcagggcgc 


1920 


aacctgtaca 


tccgtttcca 


gtccaagacg 


ggggatgcca 


tggggatgaa 


catgatttcc 


1980 


aagggcactg 


agaaagcact 


tgtgaagctt 


caggagttct 


ttcctgaaat 


gcaaattctg 


2040 


gcagttagcg 


gtaactactg 


cactgacaag 


aaacctgctg 


ccgtaaactg 


gatcgaagga 


2100 
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agaggaaaga 


cagttgtgtg 


tgaagctgtc 


attccagcca 


gggtggtgag 


agaagtatta 


2160 


aagacgacta 


cggaagctat 


gattgacgta 


aacattaaca 


agaatctggt 


gggttctgcc 


2220 


atggctggga 


gcataggagg 


ctacaatgcc 


catgcagcaa 


acatcgtcac 


tgccatctac 


2280 


attgcatgtg 


gccaggatgc 


agcacagaat 


gtggggagtt 


caaactgtat 


tactttaatg 


2340 


gaagcaagtg 


gtcccacgaa 


tgaagacttg 


tatatcagct 


gcaccatgcc 


atctatagag 


2400 


ataggaaccg 


tgggtggtgg 


gaccaacctc 


ctaccgcagc 


aggcctgtct 


gcagatgcta 


2460 


ggtgttcaag 


gagcgtgcaa 


agacaatcct 


ggagaaaatg 


cacggcagct 


tgcccgaatt 


2520 


gtgtgtggta 


ctgtaatggc 


tggggagttg 


tccttgatgg 


cagcattggc 


agcaggacat 


2580 


cttgtcagaa 


gtcacatggt 


tcacaacaga 


tcgaagataa 


atttacaaga 


tctgcaagga 


2640 


acatgcacca 


agaaggcagc 


ttga 








2664 



<210> 162 

<211> 3450 

<212> DNA 

<213> Saccharomyces cerevisiae 

<400> 162 



ggaatatttt 


gtacgagcaa 


gttatagtaa 


gacacttcag 


tgagaaatta 


atctgactta 


60 


cttttactta 


attgtgttct 


ttccaaatta 


tttattaact 


tatttttttc 


ttctttctac 


120 


ccaattctag 


tcaggaaaag 


actaagggct 


ggaacatagt 


gtatcattgt 


ctaattgttg 


180 


atacaaagta 


gataaataca 


taaaacaagc 


atgccgccgc 


tattcaaggg 


actgaaacag 


240 


atggcaaagc 


caattgccta 


tgtttcaaga 


ttttcggcga 


aacgaccaat 


tcatataata 


300 


cttttttctc 


taatcatatc 


cgcattcgct 


tatctatccg 


tcattcagta 


ttacttcaat 


360 


ggttggcaac 


tagattcaaa 


tagtgttttt 


gaaactgctc 


caaataaaga 


ctccaacact 


420 


ctatttcaag 


aatgttccca 


ttactacaga 


gattcctctc 


tagatggttg 


ggtatcaatc 


480 


accgcgcatg 


aagctagtga 


gttaccagcc 


ccacaccatt 


actatctatt 


aaacctgaac 


540 


ttcaatagtc 


ctaatgaaac 


tgactccatt 


ccagaactag 


ctaacacggt 


ttttgagaaa 


600 


gataatacaa 


aatatattct 


gcaagaagat 


ctcagtgttt 


ccaaagaaat 


ttcttctact 


660 


gatggaacga 


aatggaggtt 


aagaagtgac 


agaaaaagtc 


ttttcgacgt 


aaagacgtta 


720 


gcatattctc 


tctacgatgt 


attttcagaa 


aatgtaaccc 


aagcagaccc 


gtttgacgtc 


780 


cttattatgg 


ttactgccta 


cctaatgatg 


ttctacacca 


tattcggcct 


cttcaatgac 


840 


atgaggaaga 


ccgggtcaaa 


tttttggttg 


agcgcctcta 


cagtggtcaa 


ttctgcatca 


900 


tcacttttct 


tagcattgta 


tgtcacccaa 


tgtattctag 


gcaaagaagt 


ttccgcatta 


960 


actctttttg 


aaggtttgcc 


tttcattgta 


gttgttgttg 


gtttcaagca 


caaaatcaag 


1020 



25156216 



-211 - 



attgcccagt atgccctgga gaaatttgaa agagtcggtt tatctaaaag gattactacc 1080 

gatgaaatcg tttttgaatc cgtgagcgaa gagggtggtc gtttgattca agaccatttg 1140 

ctttgtattt ttgcctttat cggatgctct atgtatgctc accaattgaa gactttgaca 1200 

aacttctgca tattatcagc atttatccta atttttgaat tgattttaac tcctacattt 1260 

tattctgcta tcttagcgct tagactggaa atgaatgtta tccacagatc tactattatc 1320 

aagcaaacat tagaagaaga cggtgttgtt ccatctacag caagaatcat ttctaaagca 1380 

gaaaagaaat ccgtatcttc tttcttaaat ctcagtgtgg ttgtcattat catgaaactc 1440 

tctgtcatac tgttgtttgt cttcatcaac ttttataact ttggtgcaaa ttgggtcaat 1500 

gatgccttca attcattgta cttcgataag gaacgtgttt ctctaccaga ttttattacc 1560 

tcgaatgcct ctgaaaactt taaagagcaa gctattgtta gtgtcacccc attattatat 1620 

tacaaaccca ttaagtccta ccaacgcatt gaggatatgg ttcttctatt gcttcgtaat 1680 

gtcagtgttg ccattcgtga taggttcgtc agtaaattag ttctttccgc cttagtatgc 1740 

agtgctgtca tcaatgtgta tttattgaat gctgctagaa ttcataccag ttatactgca 1800 

gaccaattgg tgaaaactga agtcaccaag aagtctttta ctgctcctgt acaaaaggct 1860 

tctacaccag ttttaaccaa taaaacagtc atttctggat cgaaagtcaa aagtttatca 1920 

tctgcgcaat cgagctcatc aggaccttca tcatctagtg aggaagatga ttcccgcgat 1980 

attgaaagct tggataagaa aatacgtcct ttagaagaat tagaagcatt attaagtagt 2040 

ggaaatacaa aacaattgaa gaacaaagag gtcgctgcct tggttattca cggtaagtta 2100 

cctttgtacg ctttggagaa aaaattaggt gatactacga gagcggttgc ggtacgtagg 2160 

aaggctcttt caattttggc agaagctcct gtattagcat ctgatcgttt accatataaa 2220 

aattatgact acgaccgcgt atttggcgct tgttgtgaaa atgttatagg ttacatgcct 2280 

ttgcccgttg gtgttatagg ccccttggtt atcgatggta catcttatca tataccaatg 2340 

gcaactacag agggttgttt ggtagcttct gccatgcgtg gctgtaaggc aatcaatgct 2400 

ggcggtggtg caacaactgt tttaactaag gatggtatga caagaggccc agtagtccgt 2460 

ttcccaactt tgaaaagatc tggtgcctgt aagatatggt tagactcaga agagggacaa 2520 

aacgcaatta aaaaagcttt taactctaca tcaagatttg cacgtctgca acatattcaa 2580 

acttgtctag caggagattt actcttcatg agatttagaa caactactgg tgacgcaatg 2640 

ggtatgaata tgatttctaa aggtgtcgaa tactcattaa agcaaatggt agaagagtat 2700 

ggctgggaag atatggaggt tgtctccgtt tctggtaact actgtaccga caaaaaacca 2760 

gctgccatca actggatcga aggtcgtggt aagagtgtcg tcgcagaagc tactattcct 2820 
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ggtgatgttg 


tcagaaaagt 


gttaaaaagt 


gatgtttccg 


cattggttga 


gttgaacatt 


2880 


gctaagaatt 


tggttggatc 


tgcaatggct 


gggtctgttg 


gtggatttaa 


cgcacatgca 


2940 


gctaatttag 


tgacagctgt 


tttcttggca 


ttaggacaag 


atcctgcaca 


aaatgttgaa 


3000 


agttccaact 


gtataacatt 


gatgaaagaa 


gtggacggtg 


atttgagaat 


ttccgtatcc 


3060 


atgccatcca 


tcgaagtagg 


taccatcggt 


ggtggtactg 


ttctagaacc 


acaaggtgcc 


3120 


atgttggact 


tattaggtgt 


aagaggcccg 


catgctaccg 


ctcctggtac 


caacgcacgt 


3180 


caattagcaa 


gaatagttgc 


ctgtgccgtc 


ttggcaggtg 


aattatcctt 


atgtgctgcc 


3240 


ctagcagccg 


gccatttggt 


tcaaagtcat 


atgacccaca 


acaggaaacc 


tgctgaacca 


3300 


acaaaaccta 


acaatttgga 


cgccactgat 


ataaatcgtt 


tgaaagatgg 


gtccgtcacc 


3360 


tgcattaaat 


cctaaactta 


gtcatacgtc 


attggtattc 


tcttgaaaaa 


gaagcacaac 


3420 


agcaccatgt 


gttacgtaaa 


atatttactt 








3450 



<210> 163 

<211> 3716 

<212> DNA 

<213> Arabidopsis thaliana 

<400> 163 



gaatcattca 


aaaaaaaaca 


gatctcctag 


tgatatgaat 


caaagtttat 


caataaaaat 


60 


cttagtatac 


atttgcaaac 


cataacttca 


taattttgaa 


taaacgataa 


tgtaagacag 


120 


gttggctcat 


tagaaagcat 


atcaaattaa 


ttgtaaggac 


acaaatatct 


ataattaatg 


180 


caggctttta 


tgaatcaatc 


atcatcattc 


acatcctcgt 


ataattgtct 


aatttcgtac 


240 


ctcaaaaaaa 


aaacaacaac 


gtgaaaacct 


aaaattagat 


gagttacgaa 


aattaggcaa 


300 


aaataaataa 


actaaatcat 


agtattacaa 


aacaaaatga 


aaacgaaaaa 


atgaagaaaa 


360 


agcaagctgg 


tccccaacag 


acatgcgagt 


tcgtctccta 


taaaactttg 


ttaatctctc 


420 


cttcacactt 


atcacgccac 


ctcaccacct 


ctctcctctc 


tcctctctct 


cccccctgga 


480 


gagattattc 


attccctcca 


atggatctcc 


gtcggaggcc 


tcctaaacca 


ccggttacca 


540 


acaacaacaa 


ctccaacgga 


tctttccgtt 


cttatcagcc 


tcgcacttcc 


gatgacgatc 


600 


atcgtcgccg 


ggctacaaca 


attgctcctc 


caccgaaagc 


atccgacgcg 


cttcctcttc 


660 


cgttatatct 


cacaaacgcc 


gttttcttca 


cgctcttctt 


ctccgtcgcg 


tattacctcc 


720 


tccaccggtg 


gcgtgacaag 


atccgttaca 


atacgcctct 


tcacgtcgtc 


actatcacag 


780 


aactcggcgc 


cattattgct 


ctcatcgctt 


cgtttatcta 


tctcctaggg 


ttttttggta 


840 


ttgactttgt 


tcagtcattt 


atctcacgtg 


cctctggtga 


tgcttgggat 


ctcgccgata 


900 


cgatcgatga 


tgatgaccac 


cgccttgtca 


cgtgctctcc 


accgactccg 


atcgtttccg 


960 
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ttgctaaatt 


acctaatccg * 


gaacctattg 


ttaccgaatc 


gcttcctgag 


gaagacgagg 


1020 


agattgtgaa 


atcggttatc 


gacggagtta 


ttccatcgta 


ctcgcttgaa 


tctcgtctcg 


1080 


gtgattgcaa 


aagagcggcg 


tcgattcgtc 


gtgaggcgtt 


gcagagagtc 


accgggagat 


1140 


cgattgaagg 


gttaccgttg 


gatggatttg 


attatgaatc 


gattttgggg 


caatgctgtg 


1200 


agatgcctgt 


tggatacatt 


cagattcctg 


ttgggattgc 


tggtccattg 


ttgcttgatg 


1260 


gttatgagta 


ctctgttcct 


atggctacaa 


ccgaaggttg 


tttggttgct 


agcactaaca 


1320 


gaggctgcaa 


ggctatgttt 


atctctggtg 


gcgccaccag 


taccgttctt 


aaggacggta 


1380 


tgacccgagc 


acctgttgtt 


cggttcgctt 


cggcgagacg 


agcttcggag 


cttaagtttt 


1440 


tcttggagaa 


tccagagaac 


tttgatactt 


tggcagtagt 


cttcaacagg 


ttcatctttt 


1500 


taaccaatat 


tttcccgttg 


gatttgattt 


tgttgacttt 


tgatttaaga 


tatatttccc 


1560 


agtgaggaga 


cttgttcaac 


taaatttgat 


aggaagcttt 


tacatcaagt 


ttgtgttgaa 


1620 


aatttgcatt 


gaaagtattt 


tgtgaagtgt 


tttgatttaa 


gatggagaat 


tttgcaaggg 


1680 


gattttactg 


aagaagagtg 


aatttttgga 


tgcaggtcga 


gtagatttgc 


aagactgcaa 


1740 


agtgttaaat 


gcacaatcgc 


ggggaagaat 


gcttatgtaa 


ggttctgttg 


tagtactggt 


1800 


gatgctatgg 


ggatgaatat 


ggtttctaaa 


ggtgtgcaga 


atgttcttga 


gtatcttacc 


1860 


gatgatttcc 


ctgacatgga 


tgtgattgga 


atctctggtt 


agtttccttc 


tttgtgtgat 


1920 


tgatctgatt 


taaaaacttc 


cctatatcaa 


gcttagtgtc 


atcttgagac 


ttaaaactct 


1980 


agttgatatt 


tttgatgcta 


tcttgtgaaa 


ttctgagaac 


cgcacagttg 


ctaatatatt 


2040 


cttatcataa 


ttcttcaggt 


aacttctgtt 


cggacaagaa 


acctgctgct 


gtgaactgga 


2100 


ttgagggacg 


tggtaaatca 


gttgtttgcg 


aggctgtaat 


cagaggagag 


atcgtgaaca 


2160 


aggtcttgaa 


aacgagcgtg 


gctgctttag 


tcgagctcaa 


catgctcaag 


aacctagctg 


2220 


gctctgctgt 


tgcaggctct 


ctaggtggat 


tcaacgctca 


tgccagtaac 


atagtgtctg 


2280 


ctgtattcat 


agctactggc 


caagatccag 


ctcaaaacgt 


ggagagttct 


caatgcatca 


2340 


ccatgatgga 


agctattaat 


gacggcaaag 


atatccatat 


ctcagtcact 


atgccatcta 


2400 


tcgaggtagt 


tgatcaaacc 


tctttctctg 


agctcactta 


taaagtttct 


gaattcaaga 


2460 


gatcttgatt 


atggtttttg 


ggtttggatt 


tatcaggtgg 


ggacagtggg 


aggaggaaca 


2520 


cagcttgcat 


ctcaatcagc 


gtgtttaaac 


ctgctcggag 


ttaaaggagc 


aagcacagag 


2580 


tcgccgggaa 


tgaacgcaag 


gaggctagcg 


acgatcgtag 


ccggagcagt 


tttagctgga 


2640 


gagttatctt 


taatgtcagc 


aattgcagct 


ggacagcttg 


tgagaagtca 


catgaaatac 


2700 


aatagatcca 


gccgagacat 


ctctggagca 


acgacaacga 


caacaacaac 


aacatgatct 


2760 


gaatctgaat 


catcatcctc 


tcaaagaagg 


acaacaatcc 


aaaacaaggg 


caggcttttt 


2820 
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acaacgcatt 


cactcaaaac 


tcgctggtgg 


acagatttta 


gccatgtgcg 


tatgcgtttg 


2880 


cccttttgtt 


aaataaaaaa 


actatttgtt 


ttgtttgttt 


gacttgatat 


ctttttttgg 


2940 


gattgaggat 


tgagagagat 


agagagattt 


tacaaacttt 


ctctctttct 


ctctttctct 


3000 


ctttctcatg 


gataattcgt 


gtctctttga 


tttgtctaag 


gtttgtcttt 


gtttgttagg 


3060 


aagtggtcta 


tatgaacgaa 


aaatttgtgt 


atggtgcagt 


tgcgtttggg 


gacatttttg 


3120 


agattttttc 


tctgttttgt 


ttcctctctt 


cgtttttatt 


gtttgttaca 


tataaaatat 


3180 


ttctctgtat 


gttggaacat 


ctctctctct 


ttagttgttg 


ttggtaaaag 


atacggatct 


3240 


tctttcctcc 


agaagaatcc 


atctatataa 


tattaccatc 


tatgtgttct 


actagacttg 


3300 


gactatattt 


taatggaaaa 


gagaaaaaac 


aatcttttgt 


tcactaggtc 


aagtgatcaa 


3360 


tagctttcga 


gacttatatg 


tttgcatgat 


tgggattcaa 


attacagaat 


tatatatatt 


3420 


atatactggt 


cttcagtttg 


ttagaaatct 


cacattgaaa 


atgaaattca 


aaccaaacca 


3480 


acacttatat 


atggagtaca 


agaaacgggc 


taactcattt 


actaatattt 


tttttttcta 


3540 


acaacaaata 


aaaatctctt 


tggacttgaa 


tcctcgaaaa 


caattcacaa 


taaacaaaaa 


3600 


ttttctatcg 


acttgtagac 


tttgaatcgg 


tttactccaa 


cttcaattgc 


taaaatatcg 


3660 


acacatatgt 


agatgtccat 


tgtccgatga 


tgtttataat 


tttgacaaaa 


ctcgag 


3716 



<210> 164 

<211> 2966 

<212> DNA 

<213> Stongylocentrotus purpuratus 

<400> 164 



ctcagtgaaa 


aatgagtaag 


atccaacatg 


ttatcgcgcc 


tattcttagc 


ccaggggagg 


60 


ttctgttcct 


cgcacccctg 


ggaagtgatc 


gtctgtaccc 


tcaccctaac 


catctgtatg 


120 


ctctccatga 


actacttcac 


cggtctgcca 


aggatatgcg 


gatggaacta 


cgaatgtgca 


180 


ccacaagtta 


aggaatcatc 


actttcttct 


gatgtgcttg 


tcatgtgtat 


catgagaaca 


240 


ttagctgtgg 


cttacctata 


cctccagttt 


actaagctga 


gaaccacagg 


gtctaaatac 


300 


attctaggta 


ttgcaggtct 


gtttaccatc 


ttctccagtt 


ttctgttcag 


cagtgctgtg 


360 


attcacctgt 


ttggattgga 


actcacaggc 


ttgaatgagg 


ctctcccgtt 


cttcctgctg 


420 


ctgatcgatc 


tgacgaaggc 


cagcgctctc 


accaagtttg 


ccctgagtag 


caccactcag 


480 


aatgaggtgg 


tggacaacat 


cgcccgcggt 


atggccattc 


ttggaccaac 


catcacactg 


540 


gacactgtag 


tgaccacctt 


ggtcatcagc 


atcggaacca 


tgtcaagcat 


ccggaagatg 


600 


gaggttttct 


gctgcttcgg 


catcctctcc 


ctcatcgcca 


actattttgt 


tttcatgacc 


660 


ttcttcccag 


cttgtctctc 


tctcgttctt 


gagctgtcaa 


acagtaacaa 


gtatggccga 


720 
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cccgtgtggc 


atcttggacg 


ctttgccgag 


gtactggagg 


aggaagagga 


caggaaaccc 


780 


aatcctgtgg 


tccagcgggt 


caagatgatc 


atgcggactg 


gacttgtact 


ggttcatgct 


840 


cacagctact 


ggcttgctag 


taatgacacg 


gaactgatga 


gtcgagatat 


gctctacgat 


900 


ggaaacctac 


tcacagacaa 


gaagattgat 


cctaccatgc 


ctctatggga 


gttctacgcg 


960 


acaagactat 


ggcctcccac 


cctggactac 


atcctcactg 


ctatcctagc 


aactgtccta 


1020 


gcaagccact 


acatcttctt 


ctctgacttg 


gccacctacc 


cagagaagcg 


ggtcagcatc 


1080 


atggaaggtc 


atgaggtcgt 


caaccctgga 


tccgatcacg 


aagatgcatc 


tgaagttgag 


1140 


actattggca 


cactctcctc 


ctctccctca 


accagtgatg 


taagggtcat 


tgaatcgatg 


1200 


acctctcgca 


cccaggcctg 


ccagaccgac 


ccggtgaccg 


cctcgccacg 


taatagccgt 


1260 


tcatcgtccc 


ctgtatcatc 


tcactctgtt 


aaacctgcca 


ggttcactat 


tggttcatca 


1320 


ggaagtggtt 


ctgaagatga 


ggaggaggag 


gttatcaagg 


aggaagaagt 


ggagtgggtc 


1380 


ctagagacag 


aactcaaggc 


tcccagaccc 


atgccagaac 


tactggagat 


cctcaatgtt 


1440 


gggaaaggac 


caaatgccct 


gaccgatgat 


gaggtccagc 


tcttggtcgg 


tgctaaacac 


1500 


attcctgcat 


acaagctgga 


gaatatcctg 


gataaccctg 


agaggggcgt 


ggcggtcagg 


1560 


aggcagatca 


tctccaagct 


tcttccaatt 


actgatgcac 


tggagaaact 


accctacgca 


1620 


agctatgact 


attcatttgt 


atccggagca 


tgctgtgaga 


atgtgatcgg 


ttacatgcct 


1680 


gtaccagtgg 


gcgtggctgg 


acccctcctc 


ctggacggac 


aagagtttca 


ggttccaatg 


1740 


gcaaccacgg 


aaggatgctt 


ggtggcgagt 


acaaacagag 


gatgcagagc 


tcttagatct 


1800 


gctggtggta 


ttcacagtgt 


cctgatcggt 


gatggcatga 


caagaggtcc 


attggtcaga 


1860 


ttaccaagtg 


cacaggaggc 


aggagctatc 


aaacaatggt 


tggaagtccc 


agaaaacttt 


1920 


gcagcgatca 


aggaaaggtt 


tgagtcgaca 


agccgcttcg 


ccaaactgaa 


gagtatccag 


1980 


accgctctgg 


ctggtcgcta 


catgttcctc 


aggtttaaag 


cattgactgg 


ggatgctatg 


2040 


ggcatgaaca 


tgatatccaa 


gggtacagag 


caagcactcc 


atgctctgca 


gaccatgttt 


2100 


cccaacatag 


aaatcatgag 


cttgagtgga 


aactactgca 


cagacaagaa 


ggtagcagcg 


2160 


attaactgga 


tcgaaggaag 


aggaaagtcg 


gtggtctgtg 


aagccactgt 


cccagcacac 


2220 


attgtccagc 


aggttttgaa 


aaccagtgca 


tcagctttag 


tggacctcaa 


catccacaaa 


2280 


aaccttgtag 


gctcagccat 


ggctggcagt 


ataggaggct 


tcaatgcaca 


tgcagctaac 


2340 


atcgtcaccg 


ccatctacat 


tgcaacagga 


caggatgcag 


cccagaacat 


tgccagttct 


2400 


aactgcatga 


ccctgatgga 


gaccagagga 


cccaagggtg 


gagatctgta 


cctgagctgt 


2460 


accatgccat 


ccattgagct 


aggaacggta 


ggaggaggta 


ccgtcttacc 


ccctcagtca 


2520 



25156216 



-216- 



gcatgccttc 


agatgatgga 


tgtgaaaggg 


tctaacatcc 


atggttcggg 


actgaatgcc 


2580 


tctcagctgg 


ctaggatcgt 


ctgcgctaca 


gtgatggccg 


gtgaactctc 


actcatgtca 


2640 


gctcttgcag 


ctggtcacct 


tgtcaaaagc 


cacatgaaac 


ataacagatc 


tgccctgaac 


2700 


attgccagtc 


ctcttccatc 


catcgatgag 


gttgctacac 


acaggagaag 


caagtcggta 


2760 


gacttctcag 


cgctcaaaga 


atcatcagca 


gcagcgccag 


ggacatgcac 


agccaatgca 


2820 


tcatgacaac 


cttgcagcta 


aacccccccc 


ccccccaaag 


agaaatgttg 


gtcaccattc 


2880 


ttgtattata 


gcaatgcaca 


gaaaagtgga 


cgattgcaca 


ataactgtga 


tgagcaagta 


2940 


gaggagtcat 


gcagttttct 


tttgag 








2966 



<210> 165 

<211> 429 

<212> DNA 

<213> Stongylocentrotus purpuratus 

<400> 165 



accatgttcc 


ctaacataga 


aatcatgagc 


ttgagtggaa 


actactgcac 


agacaagaag 


60 


gtagcagcga 


ttaactggat 


cgaaggaaga 


ggaaagtcag 


tcgtctgtga 


agccactgtc 


120 


ccagcacaca 


ttgtccaaca 


ggtaagatac 


tgtgagacta 


gtcaaagtta 


ttgattcaat 


180 


aagccagttc 


acagttgcag 


tctgagcatg 


agcagatgaa 


ggtcattgca 


gagcaaattt 


240 


tgaaatacac 


ggagacgaaa 


tactggatac 


gtgctcatga 


aagttatggt 


aatcattatt 


300 


cattcaggca 


caagcagggc 


actccatgat 


acacaggtgg 


aagtattctt 


tgaaaattgg 


360 


gaaacaaagg 


taatttatat 


agcacctcca 


tcgctgtagg 


agtgattatt 


taacaaggta 


420 



caaagtggg 429 



<210> 166 

<211> 3446 

<212> DNA 

<213> Schistosoma mansoni 

<400> 166 



cggttttact 


cttgtgattt 


gttgcatgat 


ctctcctgct 


cctaagttaa 


cgctaacata 


60 


taaaatctta 


cgacgcatca 


ggcaatatag 


taacgcggag 


tacttcttca 


gatgttcttt 


120 


atgatgaggc 


ttaggaatta 


aaatatcccc 


aagaaccaca 


tccttacatc 


actattagcc 


180 


agagaagaaa 


tgctaccatc 


acagtatttc 


gctacagatg 


cttttcatct 


cagtcctttc 


240 


gtttcatatt 


ctcaatgttc 


attcttctgt 


atcatcattt 


tagtatcaac 


tggatttgaa 


300 


ctgttcgcaa 


ttattcccat 


ttacttacag 


gaaaaattga 


gtattcgtag 


attaggcaac 


360 


gttttgctgc 


ttgacaattt 


acctgtaggc 


tttatattct 


gaggtataaa 


tatgctcaaa 


420 


atactaaata 


ctgtactgtt 


atttttcgat 


tgtttttcaa 


ctggaacctt 


tttcgtgctc 


480 
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ttgatttacc 


tctttaccag 


acttcgtaca 


catttgcttc 


atttttcgtc 


atcgaattgt 


540 


catttagatg 


tgataattta 


tcaaagccgt 


gccgttatca 


tttttcttgt 


agtatttgta 


600 


tacttcattg 


gtgtxttgac 


atgtaaaata 


aacgataaaa 


ttttggtcca 


tacaatgctg 


c a r\ 


aggaataaaa 


ggcagttaaa 


tactctgttt 


tatacactta 


tccttttcac 


tttcgcccta 


720 


tgctcattat 


cctcagtttt 


atttgtaccg 


tataccagtt 


ttgctatatt 


tctactctcc 


780 


acctcggtct 


tcttgttatt 


ttcagacttg 


tctgtatttt 


ttattgtact 


ggagtactat 


840 


ttgttggaaa 


ttgaattggt 


gaattatgaa 


catgctaaac 


gccattgttt 


actcagtcat 


900 


ttattttcaa 


accaattatt 


tgtggatcat 


atgcttggta 


tgtttctaaa 


aacttcattg 


960 


ttcagcatca 


gtactacatc 


aaaatatgca 


tacttggaaa 


gtatctttaa 


atgtactttg 


1020 


atggagcaaa 


ttatttacat 


tatgattgta 


tttgttttcc 


taccatcatt 


tatgaggata 


1080 


tttgcgtcgt 


atgcgaaaag 


aatgtacggt 


gaacaaaaaa 


agtgcttagt 


gtcgaataag 


1140 


ggggtatcca 


gctcgacacg 


aaagcgtaga 


cactcatact 


catccggcca 


ctcttacgtg 


1200 


gagtatcgac 


gtatgagtgt 


ccataacctt 


attggttatg 


ttgtcaatcc 


gaattgtcat 


1260 


tataagtgtt 


ggtctaccac 


ttttgtgata 


tttgtcagct 


tgataatact 


tcatttaaat 


1320 


aatcgttatt 


ctgagcgaat 


tagttctttc 


aagcacaatt 


caagtgagaa 


tgaagttttt 


1380 


cctgtcttat 


atcatattac 


tgcttatgaa 


gttacgagta 


tcttccattt 


tatttacaat 


1440 


atattccacg 


ttatcaatgc 


caatttagtg 


gtctacttgt 


tcctcggatt 


gttcttattt 


1500 


aagcgtatca 


gattgaataa 


acctattaac 


tcacaattac 


gtaacttgaa 


tatccccaaa 


1560 


ataaaagaga 


ccttgattag 


tgaccaagta 


aaacagtctc 


cagtattacc 


aaaattttca 


1620 


aaaaaattga 


atgatattcc 


tcttcagtca 


cgaaaacgga 


tatactgttt 


acataaagac 


1680 


gacgactata 


tcgatagaaa 


cgattcctcg 


tctgtttcta 


cattttctaa 


tacgtgtaaa 


1740 


aatagcaatg 


aacgcccatc 


caatgttttg 


gacttggata 


tgttgactga 


aaagattaag 


1800 


cagggcttgg 


ggcatgaact 


atcagataca 


gagattttac 


aactattatc 


acatggaagg 


1 8 60 


cttaaaactc 


gtgaattaga 


atcagtcgtt 


cgcaatccat 


ttcgggctgt 


tgaactccgt 


1920 


cgtttagatt 


tgtcaacatt 


tcttaataac 


ccacatatta 


ttgaacgcat 


tccgtacaaa 


1980 


gactatgatt 


atcgtcttgt 


atatggtcaa 


tgttgtgaag 


aggttatcgg 


gtacatgcct 


204 0 


ataccagttg 


gaaaaattgg 


acctcttcta 


ctagatggtc 


gttctcatta 


tattcctttg 


2100 


gctactactg 


aaggatgctt 


ggtagccagc 


acaaatcggg 


gttgtcgtgc 


aattttcttg 


2160 


gctggtggta 


tcaaaagtgt 


tgtctataga 


gatcaaatga 


caagagcacc 


tgttgtttgg 


2220 


ttcccatcaa 


ttattgattc 


agtgaaatgt 


attgcatgga 


ttgattcaga 


ggaagggttc 


2280 
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caaactttaa 


aatcagcttt 


cgataaaact 


agcgcacatg 


taaacttatt 


atcagttttt 


2340 


gcttgtccag 


ctggtcgata 


tattcacatt 


cgatttgctg 


cacgtacagg 


tgatgctatg 


2400 


ggtatgaata 


tggttagcaa 


agccactgac 


agtgctttgc 


attgtctaaa 


aaaatatttc 


2460 


agtaatatgc 


aggttatctc 


tttaagtgga 


aatatgtgta 


cagataaaaa 


gccagctact 


2520 


ataaacacaa 


ttcttggtcg 


tggtaaatct 


gttattgctg 


aagctcattt 


atcagctgat 


2580 


gtactggctc 


aagtgttaca 


taccaatgca 


caacgattag 


ctcggttaac 


tcattccaaa 


2640 


aattggattg 


gatctgcaat 


ggccggttgt 


cctggtatga 


tgggatgtaa 


tgcacatgca 


2700 


gcgaatatta 


ttgctggaat 


gtttgcagct 


acggggcaag 


atttagctca 


agttgttgac 


2760 


tcatcatctt 


gcttaacaca 


attggaggtt 


gatttatcag 


atgactcact 


ggtagctagt 


2820 


gttactatgc 


catgtttaga 


agttggaaca 


gtcggtggtg 


gtacacgtct 


ttcaggccaa 


2880 


cgtgcatgtc 


ttgacttact 


ggatttaagc 


gtcgatcgtc 


caactgaaca 


tttatcacgg 


2940 


ataattgctg 


gaactgtact 


agcagctgaa 


ctgagcttaa 


tggcagcctt 


agacacagat 


3000 


gatttggtga 


aagcacatat 


gcacttcaat 


cgagccaagc 


aatctacaaa 


ctctcactcc 


3060 


tgtagtcatt 


ctactactac 


tgataataat 


gataacatta 


gtaatattta 


cgataatcat 


3120 


aatgttgctt 


tatcttcaaa 


aattcctgtt 


actgataatt 


cagatatacg 


cgaatctgtt 


3180 


cattccctac 


atgtgaaacc 


atttcctgtt 


aaaagtgact 


tatctgtaaa 


tccggagata 


3240 


tcccattata 


ctatgtagct 


tgtatatgta 


gacaatttta 


ctgtcagttt 


ttaaaacacc 


3300 


cttgtatatc 


attactaagc 


cctagatttg 


aaggttaaca 


aataagttgt 


atgctcgaat 


3360 


catttttaga 


tgtttacttc 


attatcccat 


gtttttttcc 


aatttctgtt 


tccgtacgtt 


3420 


cgatagaaat 


aaacaaagta 


tacttc 








3446 


<210> 167 
<211> 1287 
<212> DNA 

<213> PSEUDOMONAS mevalonii 










<400> 167 
atgagcctcg 


attcccgcct 


gcccgctttc 


cgtaacctgt 


cccctgccgc 


gcgcctggac 


60 


cacatcggcc 


agttgctcgg 


cctgagccac 


gacgatgtca 


gcctgctggc 


caacgccggt 


120 


gccctgccga 


tggacatcgc 


caacggcatg 


atcgaaaacg 


tcatcggcac 


cttcgagctg 


180 


ccctatgccg 


tggccagcaa 


cttccagatc 


aatggccgtg 


atgtgctggt 


gccgctggtg 


240 


gtggaagagc 


cctcgatcgt 


cgccgctgct 


tcgtacatgg 


ccaagctggc 


ccgtgccaac 


300 


ggcggcttca 


ccacctccag 


cagcgccccg 


ctgatgcatg 


cccaggtaca 


gatcgtcggc 


360 


atacaggacc 


cgctcaatgc 


acgcctgagc 


ctgctgcgcc 


gcaaagacga 


aatcattgaa 


420 



0 
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ctggccaacc 


gcaaggacca 


gttgctcaac 


agcctcggcg 


gcggctgccg 


cgacatcgaa 


480 


gtgcacacct 


tcgccgatac 


cccgcgtggc 


ccgatgctgg 


tggcgcacct 


gatcgtcgat 


540 


gtacgcgatg 


ccatgggcgc 


caacaccgtc 


aataccatgg 


ccgaggccgt 


tgcgccgctg 


600 


atggaagcca 


tcaccggggg 


ccaggtacgc 


ctgcgcattc 


tgtccaacct 


ggccgacctg 


660 


cgcctggcca 


gggcccaggt 


gcggattact 


ccgcagcaac 


tggaaacggc 


cgaattcagt 


720 


ggcgaggcag 


tgatcgaagg 


catcctcgac 


gcctacgcct 


tcgctgcggt 


cgacccttac 


780 


cgcgcggcca 


cccacaacaa 


gggcatcatg 


aatggcatcg 


acccactgat 


cgtcgccact 


840 


ggcaacgact 


ggcgtgcagt 


ggaagccggc 


gcccatgcgt 


atgcctgccg 


cagtggtcac 


900 


tacggctcgc 


tgaccacctg 


ggaaaaggac 


aacaacggcc 


atttggtcgg 


caccctggaa 


960 


atgccgatgc 


ccgtaggcct 


ggtcggcggc 


gccaccaaaa 


cccatccgct 


ggcgcaactg 


1020 


tcgctgcgca 


tcctcggcgt 


gaaaacagcc 


caggcgctcg 


ctgagattgc 


cgtggccgta 


1080 


ggcctggcgc 


aaaacctcgg 


ggccatgcgc 


gccctggcca 


ccgaaggcat 


ccagcgcggc 


1140 


cacatggccc 


tgcatgcgcg 


caatattgcc 


gtggtggcgg 


gcgcccgagg 


cgatgaggtg 


1200 


gactgggttg 


cccggcagtt 


ggtggaatac 


cacgacgtgc 


gcgccgaccg 


cgccgtagca 


1260 


ctgctgaaac 


aaaagcgcgg 


ccaatga 








1287 



<210> 168 
<211> 1054 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 168 

Met Pro Pro Leu Phe Lys Gly Leu Lys Gin Met Ala Lys Pro lie Ala 
15 10 15 

Tyr Val Ser Arg Phe Ser Ala Lys Arg Pro lie His lie lie Leu Phe 
20 25 30 

Ser Leu lie lie Ser Ala Phe Ala Tyr Leu Ser Val lie Gin Tyr Tyr 
35 40 45 

Phe Asn Gly Trp Gin Leu Asp Ser Asn Ser Val Phe Glu Thr Ala Pro 
50 55 60 

Asn Lys Asp Ser Asn Thr Leu Phe Gin Glu Cys Ser His Tyr Tyr Arg 
65 70 75 " 80 

Asp Ser Ser Leu Asp Gly Trp Val Ser lie Thr Ala His Glu Ala Ser 
85 90 95 
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Glu Leu Pro Ala Pro His His Tyr Tyr Leu Leu Asn Leu Asn Phe Asn 
100 105 110 



Ser Pro Asn Glu Thr Asp Ser lie Pro Glu Leu Ala Asn Thr Val Phe 
115 120 125 



Glu Lys Asp Asn Thr Lys Tyr lie Leu Gin Glu Asp Leu Ser Val Ser 
130 135 140 



Lys Glu lie Ser Ser Thr Asp Gly Thr Lys Trp Arg Leu Arg Ser Asp 
145 150 155 160 



Arg Lys Ser Leu Phe Asp Val Lys Thr Leu Ala Tyr Ser Leu Tyr Asp 
165 170 ~ 175 



Val Phe Ser Glu Asn Val Thr Gin Ala Asp Pro Phe Asp Val Leu lie 
180 185 190 



Met Val Thr Ala Tyr Leu Met Met Phe Tyr Thr lie Phe Gly Leu Phe 
195 200 205 



Asn Asp Met Arg Lys Thr Gly Ser Asn Phe Trp Leu Ser Ala Ser Thr 
210 215 220 



Val Val Asn Ser Ala Ser Ser Leu Phe Leu Ala Leu Tyr Val Thr Gin 
225 230 235 240 



Cys lie Leu Gly Lys Glu Val Ser Ala Leu Thr Leu Phe Glu Gly Leu 
245 250 255 



Pro Phe lie Val Val Val Val Gly Phe Lys His Lys lie Lys lie Ala 
260 265 270 



Gin Tyr Ala Leu Glu Lys Phe Glu Arg Val Gly Leu Ser Lys Arg lie 
275 280 285 



Thr Thr Asp Glu He Val Phe Glu Ser Val Ser Glu Glu Gly Gly Arg 
290 295 300 



Leu He Gin Asp His Leu Leu Cys He Phe Ala Phe He Gly Cys Ser 
305 310 315 320 



Met Tyr Ala His Gin Leu Lys Thr Leu Thr Asn Phe Cys He Leu Ser 
325 330 335 
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Ala Phe lie Leu lie Phe Glu Leu lie Leu Thr Pro Thr Phe Tyr Ser 
340 345 350 



Ala lie Leu Ala Leu Arg Leu Glu Met Asn Val lie His Arg Ser Thr 
355 360 365 



He He Lys Gin Thr Leu Glu Glu Asp Gly Val Val Pro Ser Thr Ala 
370 375 380 



Arg He He Ser Lys Ala Glu Lys Lys Ser Val Ser Ser Phe Leu Asn 
385 390 395 400 



Leu Ser Val Val Val He He Met Lys Leu Ser Val He Leu Leu Phe 
405 410 415 



Val Phe He Asn Phe Tyr Asn Phe Gly Ala Asn Trp Val Asn Asp Ala 
420 425 430 



Phe Asn Ser Leu Tyr Phe Asp Lys Glu Arg Val Ser Leu Pro Asp Phe 
435 440 445 



He Thr Ser Asn Ala Ser Glu Asn Phe Lys Glu Gin Ala He Val Ser 
450 455 460 



Val Thr Pro Leu Leu Tyr Tyr Lys Pro He Lys Ser Tyr Gin Arg He 
465 470 475 480 



Glu Asp Met Val Leu Leu Leu Leu Arg Asn Val Ser Val Ala He Arg 
485 490 495 



Asp Arg Phe Val Ser Lys Leu Val Leu Ser Ala Leu Val Cys Ser Ala 
500 505 510 



Val He Asn Val Tyr Leu Leu Asn Ala Ala Arg He His Thr Ser Tyr 
515 520 525 



Thr Ala Asp Gin Leu Val Lys Thr Glu Val Thr Lys Lys Ser Phe Thr 
530 535 540 



Ala Pro Val Gin Lys Ala Ser Thr Pro Val Leu Thr Asn Lys Thr Val 
545 550 555 " 560 



He Ser Gly Ser Lys Val Lys Ser Leu Ser Ser Ala Gin Ser Ser Ser 
565 570 575 



Ser Gly Pro Ser Ser Ser Ser Glu Glu Asp Asp Ser Arg Asp He Glu 
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580 



585 



590 



Ser Leu Asp Lys Lys lie Arg Pro Leu Glu Glu Leu Glu Ala Leu Leu 
595 600 605 



Ser Ser Gly Asn Thr Lys Gin Leu Lys Asn Lys Glu Val Ala Ala Leu 
610 615 620 



Val lie His Gly Lys Leu Pro Leu Tyr Ala Leu Glu Lys Lys Leu Gly 
625 630 635 640 



Asp Thr Thr Arg Ala Val Ala Val Arg Arg Lys Ala Leu Ser lie Leu 
645 650 655 



Ala Glu Ala Pro Val Leu Ala Ser Asp Arg Leu Pro Tyr Lys Asn Tyr 
660 665 670 



Asp Tyr Asp Arg Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr 
675 680 685 



Met Pro Leu Pro Val Gly Val lie Gly Pro Leu Val lie Asp Gly Thr 
690 695 700 



Ser Tyr His lie Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser 
705 710 715 720 



Ala Met Arg Gly Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Thr Thr 
725 730 735 



Val Leu Thr Lys Asp Gly Met Thr Arg Gly Pro Val Val Arg Phe Pro 
740 745 750 



Thr Leu Lys Arg Ser Gly Ala Cys Lys lie Trp Leu Asp Ser Glu Glu 
755 760 765 



Gly Gin Asn Ala lie Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala 
770 " 775 780 



Arg Leu Gin His lie Gin Thr Cys Leu Ala Gly Asp Leu Leu Phe Met 
785 790 795 800 



Arg Phe Arg Thr Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser 
805 810 815 



Lys Gly Val Glu Tyr Ser Leu Lys Gin Met Val Glu Glu Tyr Gly Trp 
820 825 830 
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Glu Asp Met Glu Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys 
835 840 845 



Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val 
850 855 860 



Ala Glu Ala Thr lie Pro Gly Asp Val Val Arg Lys Val Leu Lys Ser 
865 870 875 " 880 



Asp Val Ser Ala Leu Val Glu Leu Asn lie Ala Lys Asn Leu Val Gly 
885 890 895 



Ser Ala Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn 
900 905 910 



Leu Val Thr Ala Val Phe Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn 
915 920 925 



Val Glu Ser Ser Asn Cys lie Thr Leu Met Lys Glu Val Asp Gly Asp 
930 935 940 



Leu Arg lie Ser Val Ser Met Pro Ser lie Glu Val Gly Thr He Gly 
945 950 955 960 



Gly Gly Thr Val Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly 
965 970 975 



Val Arg Gly Pro His Ala Thr Ala Pro Gly Thr Asn Ala Arg Gin Leu 
980 985 990 



Ala Arg He Val Ala Cys Ala Val Leu Ala Gly Glu Leu Ser Leu Cys 
995 " 1000 1005 



Ala Ala Leu Ala Ala Gly His Leu Val Gin Ser His Met Thr His 
1010 1015 1020 



Asn Arg Lys Pro Ala Glu Pro Thr Lys Pro Asn Asn Leu Asp Ala 
1025 1030 1035 



Thr Asp He Asn Arg Leu Lys Asp Gly Ser Val Thr Cys He Lys 
1040 1045 1050 



Ser 
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<210> 169 

<211> 888 

<212> PRT 

<213> Human 

<400> 169 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Thr Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn. Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
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210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Ala Asp Thr Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asn Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val lie Thr Leu Ser Leu Ala Leu Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Thr Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Gin Lys Lys Val Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Met Leu Val Arg Asn Asn Gin Lys Cys Asp Ser 
370 375 380 



Val Glu Glu Glu Thr Gly He Asn Arg Glu Arg Lys Val Glu Val He 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Asp Thr Pro Asn Arg Ala Thr Phe Val 
405 410 415 



Val Gly Asn Ser Ser Leu Leu Asp Thr Ser Ser Val Leu Val Thr Gin 
420 425 430 



Glu Pro Glu He Glu Leu Pro Arg Glu Pro Arg Pro Asn Glu Glu Cys 
435 440 445 



Leu Gin He Leu Gly Asn Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp 
450 455 460 
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Ala Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys 
465 470 475 "* 480 



Leu Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg 
485 490 495 



Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro Ser Ser Leu Gin Tyr Leu 
500 ~ " 505 510 



Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu 
515 520 525 



Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu 
530 535 540 



Cys Leu Asp Glu Lys Glu Phe Gin Val Pro Met Ala Thr Thr Glu Gly 
545 550 555 560 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly 
565 570 575 



Gly Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro 
580 585 590 



Val Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp 
595 600 605 



Leu Glu Thr Ser Glu Gly Phe Ala Val lie Lys Glu Ala Phe Asp Ser 
610 615 620 



Thr Ser Arg Phe Ala Arg Leu Gin Lys Leu His Thr Ser lie Ala Gly 
625 630 635 640 



Arg Asn Leu Tyr lie Arg Phe Gin Ser Arg Ser Gly Asp Ala Met Gly 
645 650 655 



Met Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Ser Lys Leu His 
660 " 665 670 



Glu Tyr Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys 
675 . 680 685 



Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys 
690 695 700 
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Ser Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val 
705 710 715 720 



Leu Lys Thr Thr Thr Glu Ala Met lie Glu Val Asn lie Asn Lys Asn 
725 730 735 



Leu Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His 
740 745 750 



Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala 
755 760 765 



Ala Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser 
770 775 780 



Gly Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie 
785 790 795 800 



Glu He Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala 
805 810 815 



Cys Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly 
820 " 825 * 830 



Glu Asn Ala Arg Gin Leu Ala Arg He Val Cys Gly Thr Val Met Ala 
835 ~ 840 845 



Gly Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Lys 
850 855 860 



Ser His Met He His Asn Arg Ser Lys He Asn Leu Gin Asp Leu Gin 
865 870 875 880 



Gly Ala Cys Thr Lys Lys Thr Ala 
885 



<210> 170 
<211> 887 
<212> PRT 

<213> Mesocricetus auratus 
<400> 170 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val He Val Gly Thr Val Thr Leu Thr He Cys Met Met 
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20 



25 



30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 ~ 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 
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Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Thr Glu His Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asp Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 * 310 315 320 



Glu Gin Val Val Thr Leu Ser Leu Ala Phe Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Pro Lys Lys Ala Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Leu Leu Val Arg Arg Ser Glu Lys Leu Ser Ser 
370 375 380 



Val Glu Glu Glu Pro Gly Val Ser Gin Asp Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Val Glu Thr Glu Ser Ala Ser Arg Ala Thr Phe Val 
405 410 415 



Leu Gly Ala Ser Gly Thr Ser Pro Pro Val Ala Ala Arg Thr Gin Glu 
420 " 425 430 



Leu Glu lie Glu Leu Pro Ser Glu Pro Arg Pro Asn Glu Glu Cys Leu 
435 440 445 



Gin lie Leu Glu Ser Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp Ala 
450 455 460 



Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys Leu 
465 470 475 480 



Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg Gin 
485 490 495 



Leu Leu Ser Thr Lys Leu Pro Glu Pro Ser Ser Leu Gin Tyr Leu Pro 
500 505 510 
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Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu Asn 
515 520 525 



Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu Cys 
530 535 540 



Leu Asp Gly Lys Glu Tyr Gin Val Pro Met Ala Thr Thr Glu Gly Cys 
545 ~ 550 555 560 



Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly Gly 
565 570 575 



Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val 
580 ' 585 590 



Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu 
595 600 605 



Glu Thr Pro Glu Gly Phe Ala Val lie Lys Asp Ala Phe Asp Ser Thr 
610 615 620 



Ser Arg Phe Ala Arg Leu Gin Lys Leu His Val Thr Met Ala Gly Arg 
625 630 635 640 



Asn Leu Tyr lie Arg Phe Gin Ser Lys Thr Gly Asp Ala Met Gly Met 
645 650 655 



Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Leu Lys Leu Gin Glu 
660 ~ ~ 665 670 



Phe Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr 
675 680 685 



Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys Thr 
690 695 700 



Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val Leu 
705 710 715 720 



Lys Thr Thr Thr Glu Ala Met lie Asp Val Asn lie Asn Lys Asn Leu 
725 730 735 



Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His Ala 
740 745 750 
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Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala Ala 
755 760 765 



Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly 
770 775 780 



Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu 
785 790 795 800 



lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys 
805 810 815 



Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu 
820 825 830 



Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly 
835 840 845 



Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser 
850 855 860 



His Met Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly 
865 870 875 880 



Thr Cys Thr Lys Lys Ser Ala 
885 



<210> 171 
<211> 424 
<212> ; PRT 

<213> Streptococcus pneumoniae 
<400> 171 

Met Lys lie Ser Trp Asn Gly Phe Ser Lys Lys Ser Tyr Gin Glu Arg 
15 10 15 



Leu Glu Leu Leu Lys Ala Gin Ala Leu Leu Ser Pro Glu Arg Gin Ala 
20 25 30 



Ser Leu Glu Lys Asp Glu Gin Met Ser Val Thr Val Ala Asp Gin Leu 
35 4 0 45 



Ser Glu Asn Val Val Gly Thr Phe Ser Leu Pro Tyr Ser Leu Val Pro 
50 55 60 



Glu Val Leu Val Asn Gly Gin Gly Tyr Thr Val Pro Tyr Val Thr Glu 
65 70 75 80 
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Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Ala Ser Lys lie lie Lys 
85 90 95 



Arg Ala Gly Gly Phe Thr Ala Gin Val His Gin Arg Gin Met He Gly 
100 105 110 



Gin Val Ala Leu Tyr Gin Val Ala Asn Pro Lys Leu Ala Gin Glu Lys 
115 120 125 



He Ala Ser Lys Lys Ala Glu Leu Leu Glu Leu Ala Asn Gin Ala Tyr 
130 135 140 



Pro Ser He Val Lys Arg Gly Gly Gly Ala Arg Asp Leu His Val Glu 
145 150 155 160 



Gin He Lys Gly Glu Pro Asp Phe Leu Val Val Tyr He His Val Asp 
165 170 175 



Thr Gin Glu Ala Met Gly Ala Asn Met Leu Asn Thr Met Leu Glu Ala 
180 185 190 



Leu Lys Pro Val Leu Glu Glu Leu Ser Gin Gly Gin Ser Leu Met Gly 
195 200 205 



He Leu Ser Asn Tyr Ala Thr Asp Ser Leu Val Thr Ala Ser Cys Arg 
210 215 220 



He Ala Phe Arg Tyr Leu Ser Arg Gin Lys Asp Gin Gly Arg Glu He 
225 230 ~ 235 240 



Ala Glu Lys He Ala Leu Ala Ser Gin Phe Ala Gin Ala Asp Pro Tyr 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly He Phe Asn Gly He Asp Ala He 
260 265 270 



Leu He Ala Thr Gly Asn Asp Trp Arg Ala He Glu Ala Gly Ala His 
275 280 285 



Ala Phe Ala Ser Arg Asp Gly Arg Tyr Gin Gly Leu Ser Cys Trp Thr 
290 295 300 



Leu Asp Leu Glu Arg Glu Glu Leu Val Gly Glu Met Thr Leu Pro Met 
305 310 315 320 
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Pro Val Ala Thr Lys Gly Gly Ser lie Gly Leu Asn Pro Arg Val Ala 
325 330 335 



Leu Ser His Asp Leu Leu Gly Asn Pro Ser Ala Arg Glu Leu Ala Gin 
340 345 350 



lie lie Val Ser lie Gly Leu Ala Gin Asn Phe Ala Ala Leu Lys Ala 
355 360 365 



Leu Val Ser Thr Gly lie Gin Gin Gly His Met Lys Leu Gin Ala Lys 
370 ' 375 " 380 



Ser Leu Ala Leu Leu Ala Gly Ala Ser Glu Ser Glu Val Ala Pro Leu 
385 390 395 400 



Val Glu Arg Leu lie Ser Asp Lys Thr Phe Asn Leu Glu Thr Ala Gin 
405 410 415 



Arg Tyr Leu Glu Asn Leu Arg Ser 
420 



<210> 172 
<211> 425 
<212> PRT 

<213> Streptococcus pyogenes 
<400> 172 

Met Thr Lys Thr Asn Leu Asn Trp Ser Gly Phe Ser Lys Lys Thr Phe 
15 10 15 



Glu Glu Arg Leu Gin Leu lie Glu Lys Phe Lys Leu Leu Asn Ala Glu 
20 25 30 



Asn Leu Asn Gin Leu Lys Thr Asp Val Leu Leu Pro lie Gin Thr Ala 
35 40 45 



Asn Gin Met Thr Glu Asn Val Leu Gly Arg Leu Ala Leu Pro Phe Ser 
50 55 60 



lie Ala Pro Asp Phe Leu Val Asn Gly Ser Thr Tyr Gin Met Pro Phe 
65 " 70 75 80 



Val Thr Glu Glu Pro Ser Val Val Ala Ala Ala Ser Phe Ala Ala Lys 
85 90 95 



Leu lie Lys Arg Ser Gly Gly Phe Lys Ala Gin Thr Leu Asn Arg Gin 
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100 



105 



110 



Met lie Gly Gin lie Val Leu Tyr Asp lie Asp Gin lie Asp Asn Ala 
115 120 125 



Lys Ala Ala lie Leu His Lys Thr Lys Lys Leu lie Ala Leu Ala Asn 
130 135 140 



Lys Ala Tyr Pro Ser lie Val Lys Arg Gly Gly Gly Ala Arg Thr lie 
145 ~ 150 155 160 



His Leu Glu Glu Lys Gly Glu Phe Leu lie Phe Tyr Leu Thr Val Asp 
165 170 175 



Thr Gin Glu Ala Met Gly Ala Asn Met Val Asn Thr Met Met Glu Ala 
180 185 190 



Leu Val Pro Asp Leu Thr Arg Leu Ser Lys Gly His Cys Leu Met Ala 
195 200 205 



lie Leu Ser Asn Tyr Ala Thr Glu Ser Leu Val Thr Thr Ser Cys Glu 
210 215 220 



lie Pro Val Arg Leu Leu Asp Arg Asp Lys Thr Lys Ser Leu Gin Leu 
225 230 235 24 0 



Ala Gin Lys lie Glu Leu Ala Ser Arg Leu Ala Gin Val Asp Pro Tyr 
245 250 255 



Arg Ala Thr Thr His Asn Lys Gly lie Phe Asn Gly lie Asp Ala Val 
260 265 , 270 



Val lie Ala Thr Gly Asn Asp Trp Arg Ala lie Glu Ala Gly Ala His 
275 280 285 



Ala Tyr Ala Ser Arg Asn Gly Ser Tyr Gin Gly Leu Ser Gin Trp His 
290 295 300 



Phe Asp Gin Asp Lys Gin Val Leu Leu Gly Gin Met Thr Leu Pro Met 
305 310 315 320 



Pro lie Ala Ser Lys Gly Gly Ser lie Gly Leu Asn Pro Thr Val Ser 
325 330 335 



lie Ala His Asp Leu Leu Asn Gin Pro Asp Ala Lys Thr Leu Ala Gin 
340 345 350 
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Leu lie Ala Ser Val Gly Leu Ala Gin Asn Phe Ala Ala Leu Lys Ala 
355 360 365 



Leu Thr Ser Ser Gly lie Gin Ala Gly His Met Lys Leu His Ala Lys 
370 375 380 



Ser Leu Ala Leu Leu Ala Gly Ala Thr Gin Asp Glu lie Ala Pro Leu 
385 390 395 400 



Val Asn Ala Leu Leu Ala Asp Lys Pro lie Asn Leu Glu Lys Ala His 
405 410 415 



Phe Tyr Leu Ser Gin Leu Arg Gin Ser 
420 425 



<210> 173 

<211> 425 

<212> PRT 

<213> Staphylococcus epidermidis 

<400> 173 

Met Lys Ser Leu Asp Lys Gly Phe Arg His Leu Thr Arg Lys Asp Lys 
1 5 10 " 15 



Leu Lys Lys Leu Val Glu Tyr Gly Trp Leu Asp Asp Glu Asn Tyr Glu 
20 25 30 



lie Leu Leu Asn His Pro Leu lie Asn Glu Glu Val Ala Asn Ser Leu 
35 40 45 



lie Glu Asn Val lie Gly Gin Gly Ala Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Arg lie lie Val Asp Asp Lys Glu Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Gin Ser Gly Gly Phe Lys Thr lie Ser Ser Glu Arg Leu Met lie Gly 
100 105 110 



Gin lie Val Phe Asp Asp Val Glu Asp Thr Gly Thr Leu Ala Asn Ser 
115 120 125 
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He Tyr Gin He Glu Ser Gin He His Gin He Ala Asp Glu Ala Tyr 
130 135 140 



Pro Ser He Lys Ala Arg Gly Gly Gly Tyr Gin Arg He Glu He Asp 
145 150 155 160 



Thr Phe Pro Asn His Arg Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu He Thr He Leu Glu Ala He 
180 185 190 



Thr Ala His Leu Lys Val Lys He Phe Asn Gin Asn Val Leu Met Ser 
195 200 205 



He Leu Ser Asn His Ala Thr Ala Ser Val Val Gin Val Gin Gly Glu 
210 215 220 



He Asp He Glu Asp Leu His Arg Gly Glu Arg Ser Gly Glu Glu Val 
225 ^ 230 235 240 



Ala Gin Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp He His 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly He His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Val Glu Ala Ser Ala His 
275 280 285 



Ala Tyr Ala Ser Lys Asp Gly His Tyr Arg Gly He Ala Thr Trp Glu 
290 * 295 " 300 



Tyr Asp Arg Ser Arg Asn Lys Leu Val Gly Thr He Glu Val Pro Met 
305 310 315 320 



Thr Leu Ala Thr Val Gly Gly Gly Thr Lys Val Leu Pro He Ala Lys 
325 330 335 



Ala Ser Leu Asn Leu Leu Asn Val Glu Asn Ala Gin Glu Leu Gly Gin 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ser Ala Cys Arg Ala 
355 360 365 



Leu Val Ser Glu Gly He Gin Gin Gly His Met Ser Leu Gin Tyr Lys 
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370 375 380 



Ser Leu Ala He Val Val Gly Ala Lys Gly Glu Glu He Ala Gin Val 
385 390 395 400 



Ala Glu Ala Leu Lys Tyr Glu Ser Gin Ala Asn Thr Ala Lys Ala Gin 
405 410 415 



Glu He Leu Met Asn He Arg Lys Ser 
420 425 



<210> 174 
<211> 425 
<212> PRT 

<213> Staphylococcus haemolyticus 
<400> 174 

Met Lys Ser Leu Asp Lys Thr Phe Arg His Leu Ser Arg Glu Asp Lys 
15 10 15 



Leu Lys Gin Leu Val Asp Tyr Gly Trp Leu Thr Asp Glu Ser Tyr Asp 
20 25 30 



Val Leu Leu Lys Asn Pro Leu He Asn Glu Glu Val Ala Asn Ser Leu 
35 40 45 



He Glu Asn Val He Gly Gin Gly Thr Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Lys He He Val Asp Asp Lys Glu Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Asn Thr Gly Gly Phe Lys Thr Val Lys Ser Glu Arg Leu Met He Gly 
100 105 110 



Gin He Val Phe Asp Asp Val Ser Asp Thr Asp Ala Leu Ala Gin Ala 
115 120 125 



He Tyr Asp Leu Glu Pro Gin He Lys Gin He Ala Ala Glu Ala Tyr 
130 135 140 



Pro Ser He He Glu Arg Gly Gly Gly Tyr Arg Arg He Glu He Asp 
145 150 155 160 
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Thr Phe Pro Glu Asn Gin Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu Asn Thr lie Leu Glu Ala lie 
180 185 190 



Thr Ala His Met Lys Asn Glu Phe Pro Asn Arg Asp Val Leu Met Ser 
195 "* 200 205 



lie Leu Ser Asn His Ala Thr Ala Ser Val Val Arg Val Gin Gly Glu 
210 215 220 



lie Asp lie Lys Asp Leu Asn Lys Gly Asp Arg Ser Gly Glu Glu Val 
225 " 230 235 240 



Ala Gin Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp lie His 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly lie His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Ala Glu Ala Ser Ala His 
275 280 285 



Ala Tyr Ala Ser Arg Asp Gly Gin Tyr Arg Gly lie Ala Thr Trp Lys 
290 295 300 



Phe Asp Lys Glu Arg Gly Arg Leu Val Gly Thr lie Glu Val Pro Met 
305 310 315 320 



Thr Leu Ala lie Val Gly Gly Gly Thr Lys Val Leu Pro lie Ala Lys 
325 330 335 



Ala Ser Leu Glu Leu Leu Asn Val Gin Ser Ala Gin Glu Leu Gly Gin 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ser Ala Cys Arg Ala 
355 ~ 360 365 



Leu Val Ser Glu Gly lie Gin Lys Gly His Met Ser Leu Gin Tyr Lys 
370 375 380 



Ser Leu Ala lie Val Val Gly Ala Gin Gly Asp Glu lie Ala Arg Val 
385 390 395 400 
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Ala Glu Ala Leu Lys Ala Ala Pro Lys Ala Asn Thr Ala Thr Ala Gin 
405 410 415 



Gin lie Leu Lys Asp Leu Arg Gin Gin 
420 425 



<210> 175 

<211> 425 

<212> PRT 

<213> Staphylococcus aureus 

<400> 175 

Met Gin Ser Leu Asp Lys Asn Phe Arg His Leu Ser Arg Gin Gin Lys 
1 5 ~ 10 15 



Leu Gin Gin Leu Val Asp Lys Gin Trp Leu Ser Glu Asp Gin Phe Asp 
20 25 30 



lie Leu Leu Asn His Pro Leu lie Asp Glu Glu Val Ala Asn Ser Leu 
35 40 45 



lie Glu Asn Val lie Ala Gin Gly Ala Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Asn lie lie Val Asp Asp Lys Ala Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Gin Thr Gly Gly Phe Lys Thr Val Ser Ser Glu Arg lie Met lie Gly 
100 105 110 



Gin lie Val Phe Asp Gly Val Asp Asp Thr Glu Lys Leu Ser Ala Asp 
115 ~ 120 125 



lie Lys Ala Leu Glu Lys Gin lie His Lys lie Ala Asp Glu Ala Tyr 
130 135 140 



Pro Ser lie Lys Ala Arg Gly Gly Gly Tyr Gin Arg lie Ala lie Asp 
145 150 155 160 



Thr Phe Pro Glu Gin Gin Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu Asn Thr lie Leu Glu Ala lie 
180 185 190 
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Thr Ala Phe Leu Lys Asn Glu Ser Pro Gin Ser Asp lie Leu Met Ser 
195 200 205 



lie Leu Ser Asn His Ala Thr Ala Ser Val Val Lys Val Gin Gly Glu 
210 215 220 



lie Asp Val Lys Asp Leu Ala Arg Gly Glu Arg Thr Gly Glu Glu Val 
225 230 235 240 



Ala Lys Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp lie His 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly lie His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Ala Glu Ala Ser Ala His 
275 280 285 



Ala Tyr Ala Ser Arg Asp Gly Gin Tyr Arg Gly lie Ala Thr Trp Arg 
290 295 300 



Tyr Asp Gin Lys Arg Gin Arg Leu lie Gly Thr lie Glu Val Pro Met 
305 " 310 ~ 315 320 



Thr Leu Ala lie Val Gly Gly Gly Thr Lys Val Leu Pro lie Ala Lys 
325 330 335 



Ala Ser Leu Glu Leu Leu Asn Val Asp Ser Ala Gin Glu Leu Gly His 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ala Ala Cys Arg Ala 
355 360 365 



Leu Val Ser Glu Gly lie Gin Gin Gly His Met Ser Leu Gin Tyr Lys 
370 375 380 



Ser Leu Ala He Val Val Gly Ala Lys Gly Asp Glu He Ala Gin Val 
385 390 395 400 



Ala Glu Ala Leu Lys Gin Glu Pro Arg Ala Asn Thr Gin Val Ala Glu 
405 410 415 



Arg He Leu Gin Glu He Arg Gin Gin 
420 " 425 



25156216 



-241 - 



<210> 176 
<211> 866 
<212> PRT 

<213> Ips paraconfusus 
<400> 176 

Met Val Ser Arg Leu Phe Leu Ala His Gly Glu Phe Cys Thr Asn His 
15 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Ala Cys Met Leu 
20 25 30 



Thr Val Glu Arg Gin Asn Pro lie Pro Pro Thr Lys Pro lie Thr Thr 
35 40 45 



Ser Cys Gin Gly Cys lie Gin Glu Ala Glu Tyr Asn Ala Ala Asp Leu 
50 55 60 



lie Ser Met Thr lie Leu Arg Ser Leu Ala Val Leu Tyr Cys Tyr Tyr 
65 70 75 80 



Gin Phe Arg Lys Leu His Lys Leu Gly Ser Arg Tyr lie Leu Gly lie 
85 90 95 



Ala Glu Leu Phe Thr Val Phe Ser Ser Phe lie Phe Thr Thr Thr Val 
100 105 110 



Leu Asn Leu Leu Arg Val Glu Val Ser Asp Leu Lys Asp Ala Leu Phe 
115 120 125 



Phe Phe Leu Leu Leu lie Asp Leu Ser Lys Ala Gly Met Leu Ala Gin 
130 135 140 



Phe Ala Leu Thr Ser Gin Asn Glu lie Glu Gly Lys Asn Asn lie Ala 
145 150 155 160 



Lys Gly Leu Ala Glu Leu Gly Pro Thr lie Thr Leu Asp Thr Val Val 
165 170 175 



Glu Thr Leu Val lie Gly Val Gly Thr Leu Ser Gly Val Glu Arg Leu 
180 185 190 



Glu Met Leu Ser Trp Phe Ala Cys Leu Ser Val Leu Val Asn Tyr Val 
195 200 205 



Val Phe Met Ala Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu 
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210 215 220 



Ser Arg Ser Thr Asn Phe Tyr Lys Thr Lys Asp Pro Trp Met lie Phe 
225 230 235 240 



Ala Phe Lys Glu Glu Glu His Lys Ser Asn Pro Val Val Gin Arg Val 
245 250 255 



Lys Leu lie Met Ser Val Gly Leu Met lie Val His Val His Ser Arg 
260 265 270 



Trp Pro Phe Lys Asp Ser Glu Val Tyr Asn lie Glu Pro Leu Val Gin 
275 280 285 



Gin Ser Phe Asn Asn Thr Glu Glu Ser Asn Ser Leu His Gly Tyr Phe 
290 295 300 



Glu Arg Trp Leu Ala Leu Gly Ala Asp His lie Val lie Leu lie Leu 
305 310 " 315 320 



lie Thr Ala Leu Leu lie Lys Leu Leu Phe Phe Glu lie Gin Asp Leu 
325 330 335 



Thr Glu lie Arg Asp Gin Glu Thr Gin Val Glu Pro Glu Lys Ser Glu 
340 345 350 



Lys Ala Glu Asn Thr Glu Lys Glu Glu Leu Lys Val Val Gin Glu Val 
355 360 365 



Arg Glu Asn Lys Arg Met Pro Met Phe Ser Leu Ser Glu Asp Asp Ser 
370 375 380 



Cys Glu Thr Thr Phe Gin Asp Lys Glu Val Gin Thr Gin Thr Pro Tyr 
385 390 395 400 



Asn Ser Glu Ala His Ser Ser Ser Glu Asp Asp lie Pro Lys Val Cys 
4 05 410 ^ 415 



Lys Thr Leu Glu Asp Cys Leu Lys lie Tyr Asn Asn Val Asp Met Gly 
420 " 425 430 



Ala Thr Ala Leu Thr Asp Glu Glu lie lie Leu Leu lie Lys Asn Arg 
435 440 445 



His lie Ala Gly Tyr Gin lie Glu Lys Ala Val Asp Asn Pro Glu Arg 
450 455 " 460 
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Gly Val Gly lie Arg Arg Lys lie Leu Gly Arg Asp Leu Asp Ala Pro 
465 470 475 480 



Lys Val Leu Glu Gly Leu Pro Tyr Arg Asn Tyr Asp Tyr Ser Leu Val 
485 490 495 



Met Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val 
500 505 510 



Gly Tyr Ala Gly Pro Leu Val Leu Asp Gly Lys Glu lie Tyr Val Pro 
515 520 525 



Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys 
530 535 540 



Arg Ala Leu Lys Glu Ala Gly Val Thr Ser Arg lie Val Ala Asp Gly 
545 550 555 560 



Met Thr Arg Gly Pro Val Val Arg Phe Pro Ser lie lie Arg Ala Ser 
565 570 575 



Gin Ala Met Gin Trp lie Gin Asp Asn Phe Asp Gly lie Lys Glu Gin 
580 585 590 



Phe Asp Ser Ser Ser Arg Phe Ala Arg Leu Gin Arg Val Thr Met Lys 
595 600 605 



lie Ala Gly Arg Leu Leu Phe lie Arg Phe Val Ala Thr Thr Gly Asp 
610 615 620 



Ala Met Gly Met Asn Met Leu Ser Lys Gly Thr Glu Tyr Ser Leu Lys 
625 630 635 640 



Phe Val Gin Arg Ala Phe Glu Asp Met Glu lie Leu Ser Leu Ser Gly 
645 650 655 



Asn Phe Cys Thr Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly 
660 " 665 670 



Arg Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Lys lie Val 
675 680 685 



Ala Asn lie Leu Lys Thr Asn Val His Ala Leu Val Asp Val Asn Asn 
690 695 700 
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Ser Lys Asn Met Val Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe 
705 710 715 720 



Asn Ala His Ala Ala Asn lie Val Thr Ala lie Phe Leu Ala Thr Gly 
725 730 735 



Gin Asp Pro Ala Gin Asn Val Gly Ser Ser Asn Cys Met Thr Leu Met 
740 745 750 



Glu Pro Trp Gly Pro Thr Gly Glu Asp Leu Tyr lie Ser Cys Thr Met 
755 760 765 



Pro Ser lie Glu lie Gly Thr lie Gly Gly Gly Thr lie Leu Pro Pro 
770 775 780 



Gin Gly Thr Cys Leu Glu Met Leu Gly Val Arg Gly Ser Asn lie Ala 
785 790 795 800 



Glu Pro Gly Ala Asn Ala Ser Gin Leu Ala Lys lie Val Gly Ala Thr 
805 810 815 



Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly His 
820 825 830 



Leu Val Arg Ser His Leu Arg His Asn Arg Ser Thr Thr Leu Leu Pro 
835 840 845 



Asp Ala Phe Asp Lys Asn Lys Asn lie Leu Val Pro Pro Cys Lys Asp 
850 855 860 



Lys Val 
865 



<210> 177 
<211> 353 
<212> PRT 

<213> Kitasatospora griseola 
<400> 177 

Met Thr Glu Ala His Ala Thr Ala Gly Val Pro Met Arg Trp Val Gly 
15 10 15 



Pro Val Arg lie Ser Gly Asn Val Ala Thr lie Glu Thr Gin Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Ser Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
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35 



40 



45 



Lys Val Ser Arg Leu Thr Glu Lys Gly lie Val Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Leu Thr 
65 70 75 80 



Ala Leu Ser Ala Ala Arg Thr lie Glu Ala Arg lie Asp Glu Leu Arg 
85 90 95 



Glu Leu Val Arg Gly Cys Ser Arg Phe Ala Gin Leu lie Gly lie Arg 
100 " 105 110 



His Glu lie Thr Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 



Gly Asp Ala Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Val Leu 
130 135 140 



Leu Gin His Leu Leu Glu Thr Val Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Leu Val Pro Arg Asp 
180 185 190 



Val Val Ala Asp Val Leu Asn Thr Thr Ala Ala Lys lie Ala Glu Leu 
195 " 200 205 



Asn Leu Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 215 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Ala Phe Tyr Leu Ala 
225 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Val 
245 250 255 



Thr Ala Glu Asp Arg Asp Gly Asp Leu Tyr Leu Ala Cys Thr Leu Pro 
260 " 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Gly Phe Val 
275 " 280 285 
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Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Ala Asp Arg Glu Pro Gly 
290 295 ~ 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Gin Leu Glu Arg Gly His Thr Thr Ala Lys Ala Gly 
340 345 350 



Val 



<210> 178 
<211> 434 
<212> PRT 

<213> Leishmania major 
<400> 178 

Met Arg Arg Ser Leu Leu Leu Ala Cys Ser Ala Ala Lys Gly Glu Ser 
15 10 15 



Trp Ala Ser Met Ser Asp Thr Glu lie Met Lys Gin Val Glu Asn Lys 
20 25 30 



Lys lie Ala Phe His Gly Leu Glu Gin Ala Leu Ala Pro Asp Tyr Asp 
35 40 45 



Arg Ala lie Ala lie Arg Arg Glu lie Val Lys Lys Lys lie Cys Pro 
50 55 60 



Ser Pro Ala Ala Thr His Pro Leu Glu Arg Val Pro Tyr Lys Asn Tyr 
65 70 75 80 



Asp Trp Ser Ser Val Val Gly Gin Ser Cys Glu Asn lie Leu Gly Tyr 
85 90 95 



Val Pro Val Pro Val Gly Leu Ala Gly Pro Leu Leu Leu Asp Gly Lys 
100 105 110 



Glu Val Ala Leu Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser 
115 120 125 
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Ala His Arg Gly Ala Arg Ala lie Asn Leu Ser Gly Gly Cys Arg Thr 
130 135 140 



Ala Val Leu Lys Glu Gly Met Thr Arg Ala Pro Val Val Glu Val Asn 
145 150 155 160 



Ser Phe Asp Glu Ala lie Thr Val lie Lys Phe Cys Glu Glu Arg Phe 
165 170 175 



Asp Val Leu Arg Glu Ala Phe Glu Ser Thr Thr Arg Phe Gly Lys Leu 
180 185 190 



Leu Ser lie Lys Cys Ala Met Ala Gly Arg Gin Val His Leu Arg Phe 
195 200 205 



Ser Ala Phe Thr Gly Asp Ala Met Gly Met Asn Met lie Thr Lys Gly 
210 215 220 



Cys Asp Lys Ala Leu Gin Val Leu Gin Gin His lie Pro Ser Val Arg 
225 230 235 240 



Val Leu Thr Leu Ser Gly Asn Phe Cys Thr Asp Lys Lys Pro Ser Ala 
245 " 250 255 



Leu Asn Trp Val Glu Gly Arg Gly Lys Ser Val Val Ala Glu Ala Val 
260 265 270 



lie Lys Arg Asp Val Val Glu Ser Val Leu Lys Cys Thr Val Asp Ser 
275 280 285 



Val Val Ser Leu Asn Val Thr Lys Asn Leu Arg Gly Ser Ala Leu Ala 
290 295 300 



Gly Ser lie Gly Gly Phe Asn Ala His Ala Ala Asn lie Val Ala Ala 
305 310 315 320 



Leu Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Val Val Glu Ser Ala 
325 " 330 335 



Thr Cys Met Thr Thr Val Asp Lys Ala Gly Glu Asp Leu Val lie Ser 
340 345 350 



Leu Met Met Pro Ser lie Glu Val Gly Ala Val Gly Gly Gly Thr Gly 
355 360 365 



Leu Ser Ser Gin Arg Ala Met Leu Glu Leu Met Gly Cys Ala Gly Ser 
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370 375 380 



Asn Lys Glu Asp Pro Gly Ala His Ser Arg Gin lie Ala Arg Val Val 
385 390 395 400 



Ala Gly Ala Val lie Cys Gly Glu Leu Ser Leu Leu Ser Gly Leu Ala 
405 410 415 



Ala Gly His Leu Leu Ser Ala His Met Lys Leu Asn Arg Lys Pro Pro 
420 425 430 



Thr Pro 



<210> 179 
<211> 106 
<212> PRT 

<213> Gibberella fujikuroi 
<400> 179 

Pro Met Ala Thr Thr Glu Gly Val Leu Val Ala Ser Ala Ser Arg Gly 
15 10 15 



Cys Lys Ala lie Asn Ser Gly Gly Gly Ala lie Thr Val Leu Thr Ala 
20 25 30 



Asp Gly Met Thr Arg Gly Pro Cys Val Ala Phe Glu Thr Leu Glu Arg 
35 40 45 



Ala Gly Ala Ala Lys Leu Trp Leu Asp Ser Glu Ala Gly Gin Asp Met 
50 ~ 55 ~ 60 



Met Lys Lys Ala Phe Asn Ser Thr Ser Ser Phe Ala Arg Leu Gin Ser 
65 70 75 80 



Met Lys Thr Ala Leu Ala Gly Thr Asn Leu Tyr lie Arg Phe Lys Thr 
85 90 95 



Thr Thr Gly Asp Ala Met Gly Met Asn Met 
100 105 



<210> 180 

<211> 247 

<212> PRT 

<213> Anthonomus grandis 
<220> 

<221> MISC FEATURE 
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<222> (1) . . (247) 

<223> x equals unknown 



<400> 180 

Glu Ala Met Gly Met Asn Met lie Ser Lys Gly Thr Glu Lys Ser Leu 
1 5 10 15 



Ala Tyr lie Lys Ser His Phe Glu Asp Met Glu lie Leu Ser Leu Ser 
20 25 30 



Gly Asn Val Cys Thr Asp Lys Lys Pro Ser Ala lie Asn Trp lie Glu 
35 40 45 



Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Asn lie 
50 55 60 



Val His Ser lie Leu Lys Thr Thr Thr His Ala Leu Val Asp Leu Asn 
65 70 75 80 



lie Ser Lys Asn Met Val Gly Ser Ala Val Ser Ala Ala lie Gly Gly 
85 90 95 



Phe Asn Ala His Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Thr 
100 105 110 



Gly Gin Asp Val Ala Gin Asn Val Gly Ser Ser Asn Cys He Thr Leu 
115 120 125 



Met Glu Pro Cys Gly Asp Lys Gly Glu Asp Leu Leu He Ser Cys Thr 
130 135 ' 140 



Met Pro Ser Val Glu He Gly Thr Val Gly Gly Gly Thr Val Leu Pro 
145 150 155 160 



Ala Gin Gly Ala Cys Leu Glu Met Leu Gly Val Lys Gly Ala His Ser 
165 170 175 



Glu Asn Pro Gly Asp Asn Ala Lys Gin Leu Ala Lys He Val Cys Gly 
180 185 "* 190 



Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ala Ala Leu Val Thr Gly 
195 200 205 



His Leu Val Lys Ser His Leu Arg Leu Asn Arg Ser Tyr Ser Glu Lys 
210 215 220 
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Asp Ser Pro Phe Lys Lys Ser Val Gly Gly Ser Ser Xaa Met Ser Asn 
225 230 235 240 



lie Thr Gin Phe Gin Tyr Gly 
245 



<210> 181 
<211> 846 
<212> PRT 

<213> Dendroctonus jeffreyi 
<400> 181 

Met Ala Ser Arg Leu Phe Arg Val His Gly Glu Phe Cys Thr Asn His 
15 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Ala Cys Met Leu 
20 25 30 



Thr Val Glu Gin Gin Pro Pro Leu Arg Pro lie Lys Pro Thr lie Lys 
35 40 45 



Ser Cys Leu Gly Cys lie Gin Glu Ala Glu His Asn Ala Ala Asp Leu 
50 55 60 



lie Ser Met Thr lie Leu Arg Ser Leu Ala Val Leu Tyr Cys Tyr Tyr 
65 70 75 80 



Gin Phe Arg Lys Met His Lys Leu Gly Ser Lys Tyr Val Leu Gly lie 
85 90 95 



Ala Gly Leu Phe Thr Val Phe Ser Ser Leu Val Phe Thr Thr Thr Val 
100 105 110 



Leu Asn lie Leu Arg lie Lys Val Ser Asp Leu Lys Asp Ala Leu Phe 
115 120 125 



Phe Phe Leu Leu Leu lie Asp Leu Ser Lys Ala Ala lie Leu Ala Gin 
130 135 140 



Phe Ala Leu Asn Gly Ala Asn Gin Ala Glu Arg Lys Thr Asn lie Ala 
145 " 150 155 " 160 



Lys Gly Leu Ala Glu Leu Gly Pro Thr lie Thr Leu Asp Thr Leu Val 
165 170 175 



Glu Thr Leu Val lie Gly Val Gly Thr Met Ser Gly Val Ala Arg Leu 
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180 



185 



190 



Glu Met Leu Ser Trp Phe Ala Cys Leu Ser Val Leu Val Asn Tyr lie 
195 200 205 



Val Phe Met Thr Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu 
210 215 220 



Ser Gin Ser Ser Asn Phe Cys Lys Thr Lys Asp Ser Trp Lys lie Phe 
225 230 235 240 



Ala Phe Lys Glu Asp Arg Lys Ser Asn Pro Val Leu Gin Arg Val Lys 
245 ' 250 255 



Leu He Met Ser Val Gly Leu Met Val Val His Val Gin Ser Arg Trp 
260 265 270 



Pro Phe Arg Asp Ser Glu Val Tyr Thr He Glu Pro Leu Val Gin Gin 
275 280 285 



Ser Phe Asn Lys Thr Asp Asp Ser lie Ala Thr His Val Ser Phe He 
290 ^ 295 300 



Arg Trp Leu Val Leu Gly Ala Asp His He Val He He He Leu Val 
305 310 315 320 



Ser Ala Leu Leu He Lys Leu He Phe Phe Glu He Lys Asp Asn Leu 
325 330 335 



Val Glu He Lys Pro Gly Phe Asp Lys Glu Thr Pro Lys Pro Thr Lys 
340 345 350 



Gin Met Pro Met He Asn Phe Thr Leu Gly Glu Ser Cys Glu Ser Thr 
355 360 365 



Tyr Glu Asp Lys Glu Val Gin Thr Leu Ala Thr Ser Asn Ser Asp Val 
370 375 380 



Asp Ser Ser Ser Asp Asp Gly Val Pro Lys Gin Cys Arg Ser Leu Glu 
385 390 ~ 395 4 00 



Asp Cys Val Lys He Phe Lys Asn He Asp Leu Gly Ala Thr Ala Leu 
405 410 415 



Thr Asp Asp Glu He He Leu Leu He Lys Asn Lys Asn He Ala Ala 
420 425 " 4 30 
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Tyr Gin lie Glu Lys Glu Val Asp Asp Pro Glu Arg Gly Val Gly lie 
435 440 445 



Arg Arg Lys lie Leu Gly Arg Asp Leu Leu Glu Ser Pro Lys Leu Leu 
450 455 460 



Glu Asn Leu Pro Phe Arg Asn Tyr Asp Tyr Ser Leu Val Met Gly Ala 
465 470 475 480 



Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Tyr Ala 
485 490 495 



Gly Pro Leu Leu Leu Asp Gly Arg Glu Leu Tyr lie Pro Met Ala Thr 
500 505 "* 510 



Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala Leu 
515 520 525 



Lys Val Ser Gly Val Thr Ser Ser Val Val Ala Asp Gly Met Thr Arg 
530 535 540 



Gly Pro Val Val Arg Phe Pro Ser lie Val Arg Thr Ser Gin Ala Met 
545 550 555 560 



Gin Trp lie Gin Asp Pro Asp Asn Phe Lys Lys lie Lys Glu Gin Phe 
565 570 " 575 



Asp Ser Ser Ser Arg Phe Ala Arg Leu Gin Arg Leu Thr Leu Lys lie 
580 585 590 



Ala Gly Arg Phe Leu Phe lie Arg Phe lie Ala Thr Thr Gly Asp Ala 
595 600 605 



Met Gly Met Asn Met Leu Ser Lys Gly Thr Glu Tyr Ser Leu Lys Leu 
610 615 620 



Val Gin Gin Val Phe Tyr Asp Met Glu lie Leu Ser Leu Ser Gly Asn 
625 630 635 640 



Phe Cys Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg 
64 5 650 655 



Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Lys lie lie Ser 
660 665 670 
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Ser lie Leu Lys Thr Asn Val His Ala Leu Val Asp Val Asn Asn lie 
675 680 685 



Gin Glu His Val Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe Asn 
690 695 700 



Ala His Ala Ala Asn lie Val Thr Ala lie Phe Leu Ala Thr Gly Gin 
705 710 715 720 



Asp Pro Ala Gin Asn Val Ser Ser Ser Asn Cys Met Thr Leu Met Glu 
725 730 735 



Pro Trp Gly Pro Asp Gly Glu Asp Leu Tyr lie Ser Cys Thr Met Pro 
740 745 750 



Ser lie Glu lie Gly Thr lie Gly Gly Gly Thr lie Leu Pro Ala Gin 
755 760 765 



Ser Ala Cys Leu Asp lie Leu Gly Val Lys Gly Ser Asn Arg Glu Asn 
770 775 780 



Pro Gly Ala Asn Ala Cys Gin Leu Ala Lys lie Val Cys Gly Thr Val 
785 790 795 800 



Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Thr Ala Gly His Leu 
805 810 815 



Val Lys Ser His Leu Arg His Asn Arg Ser Thr Thr Leu Leu Pro Asp 
820 " 825 830 



Ala Phe Asp Arg Lys Lys lie Ser Phe Thr Gin Leu Pro Arg 
835 840 845 



<210> 182 
<211> 353 
<212> PRT 

<213> Streptornyces sp 
<400> 182 

Met Thr Asp Thr His Ala lie Ala Met Val Pro Met Lys Trp Val Gly 
15 10 15 



Pro Leu Arg lie Ser Gly Asn Val Ala Thr Thr Glu Thr His Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Thr Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
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35 



40 



45 



Lys Val Ser Met Leu Ser Glu Arg Gly lie Ala Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Gin Thr 
65 70 75 80 



Ala Tyr Thr Ala Ala Arg Ala lie Glu Ala Arg lie Glu Glu Leu Arg 
85 90 95 



Ala Val Val Arg Thr Cys Ser Arg Phe Ala Glu Leu Leu Gin Val Arg 
100 105 110 



His Glu lie Ala Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 



Arg Arg Pro Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Ala Leu 
130 135 140 



Leu Ala His Leu Leu Gin Thr lie Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Val Val Glu Arg Glu 
180 ~ 185 190 



Val Val Glu Arg Val Leu His Thr Thr Ala Ala Lys lie Val Glu Leu 
195 200 205 



Asn lie Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 " 215 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Gly Phe Tyr Leu Ala 
225 - 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Thr 
245 250 255 



Leu Ala Glu Asp Arg Asp Gly Asp Leu Tyr Phe Ser Cys Asn Leu Pro 
260 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Glu Phe Val 
275 280 285 
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Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Glu Asp Arg Ala Pro Gly 
290 295 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Glu Leu Glu Arg Asp Asn Thr Thr Ala Glu Val Gly 
340 345 350 



Val 



<210> 183 
<211> 353 
<212> PRT 

<213> Kitasatospora griseola 
<400> 183 

Met Thr Glu Ala His Ala Thr Ala Gly Val Pro Met Arg Trp Val Gly 
15 10 15 



Pro Val Arg lie Ser Gly Asn Val Ala Thr lie Glu Thr Gin Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Ser Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
35 * 40 45 



Lys Val Ser Arg Leu Thr Glu Lys Gly lie Val Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Leu Thr 
65 70 75 ^ 80 



Ala Leu Ser Ala Ala Arg Thr lie Glu Ala Arg lie Asp Glu Leu Arg 
85 90 95 



Glu Leu Val Arg Gly Cys Ser Arg Phe Ala Gin Leu lie Gly lie Arg 
100 105 110 



His Glu lie Thr Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 
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Gly Asp Ala Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Val Leu 
130 135 140 



Leu Gin His Leu Leu Glu Thr Val Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Leu Val Pro Arg Asp 
180 185 190 



Val Val Ala Asp Val Leu Asn Thr Thr Ala Ala Lys lie Ala Glu Leu 
195 200 205 



Asn Leu Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 215 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Ala Phe Tyr Leu Ala 
225 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Val 
245 250 255 



Thr Ala Glu Asp Arg Asp Gly Asp Leu Tyr Leu Ala Cys Thr Leu Pro 
260 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Gly Phe Val 
275 280 285 



Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Ala Asp Arg Glu Pro Gly 
290 295 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Gin Leu Glu Arg Gly His Thr Thr Ala Lys Ala Gly 
34 0 34 5 350 



Val 



<210> 184 



25156216 



-257- 



<211> 567 
<212> PRT 

<213> Artemisia annua 
<400> 184 

Met Asp Leu Arg Arg Lys Leu Pro Pro Lys Pro Pro Ser Ser Thr Thr 
15 10 15 



Thr Lys Gin Pro Ser His Arg Ser His Ser Pro Thr Pro lie Pro Lys 
20 25 30 



Ala Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Thr Phe Phe 
35 40 45 



Phe Thr Leu Phe Phe Ser Val Ala Tyr Tyr Leu Leu His Arg Trp Arg 
50 55 60 



Asp Lys lie Arg Ser Gly Thr Pro Leu His Val Val Thr Leu Thr Glu 
65 " 70 75 80 



Leu Ser Ala lie Val Leu Leu lie Ala Ser Phe lie Tyr Leu Leu Gly 
85 90 95 



Phe Phe Gly lie Asp Phe Val Gin Ser Phe Thr Ser Arg Glu Asn Glu 
100 105 110 



Gin Leu Asn Asn Asp Asp His Asn Val Val Ser Thr Asn Asn Val Leu 
115 120 125 



Ser Asp Arg Arg Leu Val Tyr Asp Tyr Gly Phe Asp Val Thr Gly Asp 
130 135 140 



Asn Asp Asn Asp Asn Asp Asp Asp Val lie Val Lys Ser Val Val Ser 
145 150 155 ~ 160 



Gly Glu Val Asn Ser Tyr Ser Leu Glu Ala Ser Leu Gly Asp Cys Tyr 
165 170 " 175 



Arg Ala Ala Lys lie Arg Lys Arg Ala Val Glu Arg lie Val Gly Arg 
180 185 190 



Glu Val Leu Gly Leu Gly Phe Glu Gly Phe Asp Tyr Glu Ser lie Leu 
195 200 205 



Gly Gin Cys Cys Glu Met Pro lie Gly Tyr Val Gin Val Pro Val Gly 
210 215 220 
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Val Ala Gly Pro Leu Leu Leu Asn Gly Gly Glu Phe Met Val Pro Met 
225 230 235 240 



Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys 
245 250 255 



Ala lie Cys Leu Ser Gly Gly Ala Thr Ala lie Leu Leu Lys Asp Gly 
2 60 2 65 27 0 



Met Thr Arg Ala Pro Val Val Arg Phe Ala Thr Ala Glu Arg Ala Ser 
275 280 285 



Gin Leu Lys Phe Tyr Leu Glu Asp Gly Val Asn Phe Asp Thr Leu Ser 
290 295 300 



Val Val Phe Asn Lys Ser Ser Arg Phe Ala Arg Leu Gin Asn lie Gin 
305 310 315 320 



Cys Ser lie Ala Gly Lys Asn Leu Tyr lie Arg Phe Thr Cys Ser Thr 
325 330 335 



Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val 
340 345 350 



Leu Asp Phe Leu Gin Asn Asp Phe Pro Asp Met Asp Val lie Gly lie 
355 * 360 ' 365 



Ser Trp Lys Phe Cys Ser Asp Lys Lys Pro Thr Ala Val Asn Trp lie 
370 ' 375 " 380 



Glu Gly Arg Gly Lys Ser Val Val Phe Gin Ala Val lie Thr Lys Lys 
385 390 395 400 



Val Val Arg Lys Ser Ala Leu Asn Pro Gin Thr Cys Thr Cys Arg Thr 
405 410 415 



Leu Thr Cys Leu Arg Pro Leu Leu Val Leu Leu Leu Leu Val Leu Leu 
420 425 430 



Val Asp Leu Met His Met Leu His lie Val Ser Ala Val Phe lie Ala 
435 440 445 



Thr Gly Gin Asp Pro Ala Gin Asn lie Glu Ser Ser His Cys lie Thr 
450 455 460 
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Met Met Glu Ala Val Asn Asn Gly Lys Asp Leu His Val Asn Val Thr 
465 470 475 480 



Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala 
485 490 495 



Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Cys lie 
500 505 510 



Glu Ser Pro Gly Ser Asn Ala Gin Leu Leu Ala Arg lie Val Ala Gly 
515 52 0 525 



Ser Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ser Ala Gly 
530 535 540 



Gin Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser Ser Arg Asp Met 
545 550 555 560 



Ser Ala lie Ala Ser Lys Val 
565 



<210> 185 

<211> 560 

<212> PRT 

<213> Oryza sativa 

<400> 185 

Met Glu Val Arg Arg Arg Ala Pro Leu Pro Pro Pro Pro Gly Arg Val 
15 10 15 



Gin Ala Gly Asp Ala Leu Pro Leu Pro lie Arg His Thr Asn Leu lie 
20 25 30 



Phe Ser Ala Leu Phe Ala Ala Ser Leu Ala Tyr Leu Met Arg Arg Trp 
35 40 45 



Arg Glu Lys lie Arg Ser Ser Thr Pro Leu His Val Val Gly Leu Ala 
50 55 60 



Glu Met Leu Ala lie Phe Gly Leu Val Ala Ser Leu lie Tyr Leu Leu 
65 70 75 80 



Ser Phe Phe Gly lie Ala Phe Val Gin Ser He Val Ser Ser Ser Asp 
85 90 95 



Asp Glu Glu Glu Asp Phe Leu Val Gly Pro Ala Arg Gly Ser Ser Ala 
100 105 110 
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Ala Ala Ala Val Ala Pro Arg Ala Pro Ser Ser Pro Ala Gin Cys Ser 
115 120 125 



Leu Leu Gly Ser Pro His Asp Asp Ala Ala Arg Glu Arg Met Pro Glu 
130 135 140 



Glu Asp Glu Glu lie Val Ser Ser Val Val Ala Gly Lys Val Pro Ser 
145 150 155 160 



Tyr Val Leu Glu Thr Lys Leu Gly Asp Cys Arg Arg Ala Ala Gly lie 
165 170 175 



Arg Arg Glu Ala Val Arg Arg lie Thr Gly Arg Gin lie Glu Gly Leu 
180 185 190 



Pro Leu Asp Gly Phe Asp Tyr Ala Ser lie Leu Gly Gin Cys Cys Glu 
195 200 205 



Leu Pro Val Gly Tyr Val Gin Leu Pro Val Gly lie Ala Gly Pro Leu 
210 215 220 



Leu Leu Asp Gly Gin Arg Phe Tyr Val Pro Met Ala Thr Thr Glu Gly 
225 * 230 235 240 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala lie Ala Glu Ser 
245 250 255 



Gly Gly Ala Val Ser Val Val Leu Arg Asp Gly Met Thr Arg Ala Pro 
260 265 270 



Val Ala Arg Leu Pro Thr Ala Arg Arg Ala Ala Glu Leu Lys Ala Phe 
275 280 285 



Leu Glu Asp Ser Val Asn Phe Asn Thr Leu Ser Met Val Phe Asn Arg 
290 J 295 300 



Ser Ser Arg Phe Ala Arg Leu Gin Gly Val Gin Cys Ala Met Ala Gly 
305 310 315 320 



Arg Asn Leu Tyr Met Arg Phe Ser Cys Cys Thr Gly Asp Ala Met Gly 
325 330 335 



Met Asn Met Val Ser Lys Gly Glu Gin Asn Val Leu Asp Tyr Leu Gin 
340 345 " 350 
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Asp Asp Phe Pro Asp Met Asp Val lie Ser lie Ser Gly Asn Phe Cys 
355 360 365 



Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys 
370 375 380 



Ser Val Val Cys Glu Ala Val lie Lys Glu Asp Val Val Lys Lys Val 
385 390 395 400 



Leu Lys Thr Asn Val Gin Ser Leu Val Glu Leu Asn Val lie Lys Asn 
405 410 415 



Leu Ala Gly Ser Ala Val Ala Gly Ala Leu Gly Gly Phe Asn Ala His 
420 425 430 



Ala Ser Asn lie Val Thr Ala lie Phe lie Ala Thr Gly Gin Asp Pro 
435 440 445 



Ala Gin Asn Val Glu Ser Ser His Cys lie Thr Met Leu Glu Ala Val 
450 455 460 



Asn Asp Gly Arg Asp Leu His lie Ser Val Thr Met Pro Ser lie Glu 
465 470 475 480 



Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ala Ala Cys 
485 490 495 



Leu Asp Leu Leu Gly Val Lys Gly Ala Asn Arg Glu Ser Pro Gly Ser 
500 " 505 " 510 



Asn Ala Arg Leu Leu Ala Thr Val Val Ala Gly Gly Val Leu Ala Gly 
515 520 525 



Glu Leu Ser Leu Leu Ser Ala Leu Arg Ala Gly Gin Leu Val Lys Ser 
530 535 540 



His Met Lys Tyr Asn Arg Ser Ser Lys Asp Met Ser Lys Val lie Ser 
545 550 555 560 



<210> 186 

<211> 587 

<212> PRT 

<213> Cucumis melo 

<400> 186 

Met Asp Arg Arg Arg Ser Leu Arg Pro Pro Arg Pro Asn Ala Val Gin 
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1 



5 



10 



15 



Asp Ala Asp Ala Thr Cys Thr Phe Arg Arg Asp Glu Gin Asp Ala Ser 
20 25 30 



Ala Ala Asp His Leu Lys Arg Ala Ser Pro Lys Ala Ser Asp Ala Leu 
35 40 45 



Pro Leu Pro Leu Tyr Leu Thr Asn Thr lie Phe Phe Thr Leu Phe Phe 
50 55 60 



Ser Val Ala Tyr Tyr Leu Leu His Arg Trp Arg Asp Lys lie Arg Asn 
65 70 75 80 



Ser Thr Pro Leu His Val Val Thr Leu Ser Glu lie Ala Ala lie Val 
85 90 95 



Ser Leu Met Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe Gly lie Asp 
100 105 110 



Phe Val Gin Ser Phe lie Ala Arg Ser Ser Pro Asp Ala Trp Asp Leu 
115 120 125 



Glu Asp Glu lie Asp Arg Thr Leu Leu lie Asp Asn Asn Arg Tyr Ala 
130 135 140 



Ala Pro Arg Ser Ala Ser Ala Val Ala Leu Pro Ser Lys Val Val Asp 
145 ~ 150 155 160 



Ala Glu Ala Leu Asn Thr lie Pro Leu Pro Glu Glu Asp Glu Glu Val 
165 170 175 



Val Lys Met Val Val Asp Gly Ser Val Pro Ser Tyr Ser Leu Glu Ser 
180 185 190 



Lys Leu Gly Asp Pro Lys Arg Ala Ala Ser lie Arg Arg Glu Ala Leu 
195 200 205 



Gin Arg Thr Thr Gly Arg Ser lie His Gly Leu Pro Phe Glu Gly Phe 
210 215 220 



Asp Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr 
225 230 235 240 



Val Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly Phe 
245 250 " 255 
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Glu Tyr Thr Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser 
260 265 270 



Thr Asn Arg Gly Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr Ser 
275 280 285 



Met Leu Leu Lys Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Gly 
290 295 300 



Ser Ala Lys Arg Ala Ser Glu Leu Lys Phe Phe Leu Glu Asp Pro Ser 
305 310 315 320 



Asn Phe Asp Thr Leu Ala Val Val Phe Asn Arg Ser Ser Arg Phe Ala 
325 330 335 



Arg Leu Gin Ser lie Arg Cys Ser lie Ala Gly Lys Asn Leu Tyr Val 
340 " 345 350 



Arg Phe Cys Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser 
355 360 365 



Lys Gly Val Gin Asn Val Leu Glu Phe Leu Gin His Asp Phe Ser Asp 
370 375 380 



Met Glu Val lie Gly lie Ser Gly Asn Phe Cys Ala Asp Lys Lys Pro 
385 390 395 400 



Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu 
405 410 415 



Ala Val lie Lys Asp Glu Val Val Arg Lys Val Leu Lys Thr Ser Val 
420 425 430 



Ala Ser Leu Val Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala 
435 440 445 



Met Ala Gly Ala Leu Gly Gly Phe Asn Ala His Ser Ser Asn lie Val 
450 455 460 



Ser Ala lie Phe Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu 
465 470 475 480 



Ser Ser His Cys lie Thr Met Met Glu Pro Val Asn Asn Gly Arg Asp 
485 490 495 
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Leu His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly 
500 505 510 



Gly Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly 
515 520 525 



Val Lys Gly Ala Ser Lys Glu Ser Pro Gly Ala Asn Ser Arg Leu Leu 
530 535 540 



Ala Thr lie Val Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu Met 
545 550 555 560 



Ser Ala lie Ala Ala Gly Gin Leu Val Arg Ser His Met Lys Tyr Asn 
565 570 575 



Arg Ser Ser Arg Asp Val Ser Lys Leu Glu Ser 
580 585 



<210> 187 

<211> 121 

<212> PRT 

<213> Glycine max 

<400> 187 

Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Lys Glu Glu 
1 5 10 15 



Val Val Gin Lys Val Leu Lys Thr Asn Val Ser Ala Leu Val Glu Leu 
20 25 30 



Asn Met Leu Lys Asn Leu Ala Gly Ser Ala Val Ala Gly Ala Leu Gly 
35 40 45 



Gly Phe Asn Ala His Ala Ser Asn lie Val Ser Ala lie Phe lie Ala 
50 55 60 



Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser His Cys lie Thr 
65 70 75 80 



Met Met Glu Ala lie Asn Asp Gly Arg Asp Leu His lie Ser Val Thr 
85 90 95 



Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala 
100 105 110 



Ser Gin Ser Ala Cys Leu Asn Leu Leu 
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115 



120 



<210> 188 
<211> 236 
<212> PRT 

<213> Schistosoma mansoni 
<400> 188 

Met Leu Lys lie Leu Asn Thr Val Leu Leu Phe Phe Asp Cys Phe Ser 
15 10 15 



Thr Gly Thr Phe Phe Val Leu Leu lie Tyr Leu Phe Thr Arg Leu Arg 
20 25 30 



Thr His Leu Leu His Phe Ser Ser Ser Asn Cys His Leu Asp Val lie 
35 40 45 



lie Tyr Gin Ser Arg Ala Val lie lie Phe Leu Val Val Phe Val Tyr 
50 55 60 



Phe lie Gly Val Leu Thr Cys Lys lie Asn Asp Lys lie Leu Val His 
65 " 70 75 80 



Thr Met Leu Arg Asn Lys Arg Gin Leu Asn Thr Leu Phe Tyr Thr Leu 
85 90 95 



lie Leu Phe Thr Phe Ala Leu Cys Ser Leu Ser Ser Val Leu Phe Val 
100 105 110 



Pro Tyr Thr Ser Phe Ala lie Phe Leu Leu Ser Thr Ser Val Phe Leu 
115 120 125 



Leu Phe Ser Asp Leu Ser Val Phe Phe lie Val Leu Glu Tyr Tyr Leu 
130 135 140 



Leu Glu lie Glu Leu Val Asn Tyr Glu His Ala Lys Arg His Cys Leu 
145 150 155 160 



Leu Ser His Leu Phe Ser Asn Gin' Leu Phe Val Asp His Met Leu Gly 
165 170 175 



Met Phe Leu Lys Thr Ser Leu Phe Ser lie Ser Thr Thr Ser Lys Tyr 
180 185 190 



Ala Tyr Leu Glu Ser lie Phe Lys Cys Thr Leu Met Glu Gin lie lie 
195 200 205 



25156216 



-266- 



Tyr lie Met lie Val Phe Val Phe Leu Pro Ser Phe Met Arg lie Phe 
210 215 220 



Ala Ser Tyr Ala Lys Arg Met Tyr Gly Glu Gin Lys 

235 



225 




230 


<210> 


189 




<211> 


18 




<212> 


PRT 




<213> 


Solanum 


tuberosum 


<400> 


189 





Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Pro Ser Glu His 
15 10 15 



lie Ser 



<210> 190 

<211> 59 

<212> PRT 

<213> Solanum tuberosum 

<400> 190 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 



Ser Tyr Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Ser Leu Leu Cys lie Phe Phe Ser 
50 55 



<210> 191 

<211> 82 

<212> PRT 

<213> Solanum tuberosum 

<400> 191 

Met Asp Val Cys Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Phe Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 
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Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 192 
<211> 82 
<212> PRT 

<213> Solanum tuberosum 
<400> 192 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
15 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 



Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 193 
<211> 82 
<212> PRT 

<213> Solanum tuberosum 
<400> 193 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
15 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 
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Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Arg Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Phe His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 194 

<211> 82 

<212> PRT 

<213> Solanum tuberosum 

<400> 194 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 ^ 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 



Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 195 
<211> 82 
<212> PRT 

<213> Solanum tuberosum 
<400> 195 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
15 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
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20 



25 



30 



Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu lie Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Ala Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 196 
<211> 934 
<212> PRT 

<213> Pichia jadinii 
<400> 196 

Met Phe Tyr His Gly Ala Ser Ala Asn Gin His Trp lie Ala Val Asp 
15 10 15 



Asp Leu Ser Lys Val Pro Val Asp Val Asp His Tyr Asn Val Val Pro 
20 25 30 



Phe Gin Phe Arg Arg Ala Gly Glu Tyr Lys Glu Pro Val Leu Ser Gly 
35 40 45 



lie Val Glu Leu Asp Glu Val Lys Phe Val Val Ser Gin Ser Asp Ala 
50 55 60 



Ala Glu Gin Trp Gin Gin Leu Thr Ala Glu Asp Gly Thr Val Trp Arg 
65 70 75 80 



Ser Arg Ala Tyr His Gly Lys Leu Gly Lys Tyr Ser Asp Met Ala Val 
85 90 95 



Gly Ala Phe Asn Lys Val Leu Asn Leu Val Arg Gly Ala Glu Thr Phe 
100 105 110 



Asp lie Ala Leu Val Thr Cys Ala Tyr lie Ala Met Phe Tyr Thr Leu 
115 120 125 



Phe Asn Leu Phe Ala Arg Met Arg Ala Val Gly Ser Lys Val Trp Leu 
130 135 140 
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Gly Leu Ser Thr Leu Val Ser Ser Phe Phe Ala Phe Leu Phe Ala Leu 
145 150 155 160 



Tyr lie Thr Thr Arg Val Leu Asp Leu Ser lie Pro Phe Leu Ser Leu 
165 170 175 



Ser Glu Gly lie Pro Phe Phe Val Ala Val Val Gly Phe Asn Asn Lys 
180 185 190 



lie Leu Leu Ala Glu Lys Val Leu Gin Asn Gin Leu Asn Ala Gin Ser 
195 " 200 205 



Ser Lys Asn Asp Ala Pro Thr Val Leu Tyr Gin Ala Leu Arg Glu Gin 
210 215 220 



Gly Pro Leu Leu Leu Arg Asp His Leu Phe Met lie Thr Ala Phe Leu 
225 230 235 240 



Gly Cys Ser Phe Tyr Ala Ser Tyr Leu Asp Gly Leu Lys Asn Phe Cys 
245 250 255 



lie Leu Ala Ala Leu lie Leu Ala Phe Asp lie Leu Thr Thr Ser Thr 
260 265 270 



Phe Leu Ser Ala lie Leu Ser Leu Lys Leu Glu lie Asn Gin lie His 
275 280 285 



Arg Ser Thr Leu Leu Arg Glu Gin Leu Glu Asp Asp Gly Leu Thr Glu 
290 295 300 



Thr Thr Val Asp Asp Val Leu Lys Ser Asn Ser Leu Ala Gly Thr Lys 
305 310 315 320 



Thr Phe Thr Asp Ala Pro Ser Thr Leu Val Thr Val Ala Lys Val Ala 
325 330 335 



Gly Val Ser Val Phe Phe Gly Leu His Phe Tyr Gly Phe Gly Ser Ala 
340 345 350 



Trp Leu Ser Asp Leu Ser Ala Gly Asn Glu Thr Asn Asp Thr Phe Thr 
355 360 365 



Leu Tyr Asp Ala Val Ala Asp Gin lie Pro lie Gly Ser Asn Gly Thr 
370 375 380 
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Leu Val Thr Leu Phe Pro Thr Arg Phe Phe Leu Pro Glu Lys Leu Ser 
385 390 395 400 



Thr Gin lie Glu Ala Val Val Leu Ser Phe lie Gly Leu lie Ser Thr 
405 410 415 



Ala Ala Arg Asp Lys Tyr lie Ser Lys Phe lie Leu Phe Ala Phe Ala 
420 425 430 



Val Ser Ala Ser lie Asn Val Tyr Leu Leu Asn Val Ala Arg lie His 
435 440 445 



Thr Thr Arg Leu Glu Asp Ala lie Glu Leu Lys Lys Pro Lys Lys Lys 
450 455 460 



Ala Ser Lys Thr Ala Val Ser Val Pro Lys Ala Val Val Val Lys Asp 
465 " 470 475 480 



Ser Glu Thr Thr Lys Ser Ser Glu lie Leu His Ser Ser Ser Glu Ser 
485 490 495 



Glu Ser Glu Gin Ser Ser Arg Pro Leu Glu Gin Val lie Glu Leu Tyr 
500 505 510 



Lys Asp Gly Lys Val Lys Thr Leu Val Asp Asp Glu Val Val Ser Leu 
515 ~ 520 ' 525 



Val Thr Ala Gly Lys Leu Pro Leu Tyr Ala Leu Glu Lys Gin Leu Gly 
530 535 540 



Asp Asn Leu Arg Ala Val Ala lie Arg Arg Lys Ala lie Ser Asp Leu 
545 550 555 560 



Ala Asp Ala Pro Val Leu Arg Ser Asn Lys Leu Pro Tyr Leu His Tyr 
565 ~ 570 575 



Asp Tyr Asp Arg Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr 
580 585 590 



Met Pro Leu Pro Val Gly Val Ala Gly Pro Leu lie lie Asp Gly Lys 
595 600 605 



Pro Tyr His lie Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser 
610 615 620 



Ala Met Arg Gly Cys Lys Ala lie Asn Leu Gly Gly Gly Val Thr Thr 
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625 



630 



635 



640 



Val Leu Thr Lys Asp Gly Met Thr Arg Gly Pro Cys Val Lys Phe Pro 
645 650 655 



Ser Leu Lys Arg Ala Gly Gin Cys Lys Leu Trp Leu Asp Ser Asp Glu 
660 665 670 



Gly Gin Glu Glu Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala 
675 680 685 



Arg Leu Gin His Leu Gin Thr Ala Leu Ala Gly Asp Leu Leu Phe lie 
690 695 700 



Arg Phe Arg Thr Val Thr Gly Asp Ala Met Gly Met Asn Met lie Ser 
705 710 715 720 



Lys Gly Val Glu Tyr Ala Leu Lys Gin Met Thr Glu Val Phe Gly Trp 
725 730 735 



Asp Asp Met Met Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys 
740 745 750 



Lys Pro Ala Ala Val Asn Trp lie Asn Gly Arg Gly Lys Ser Val Val 
755 760 765 



Ala Glu Ala Ser lie Pro Lys Asp Ala Val Val Lys Val Leu Lys Ser 
770 775 780 



Ser Val Lys Ala Val Val Asp Val Asn Val Asn Lys Asn Leu lie Gly 
785 790 795 800 



Ser Ala Met Ala Gly Ser Val Gly Gly Phe Asn Ala Gin Ala Ala Asn 
805 " 810 815 



Met Val Thr Ala Val Tyr Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn 
820 825 830 



Val Glu Ser Ser Asn Cys lie Thr Leu Met Thr Glu Thr Glu Asp Gly 
835 840 845 



Asp Leu Lys Val Ser Val Ser Met Pro Ser lie Glu Val Gly Thr lie 
850 855 860 



Gly Gly Gly Thr lie Leu Asp Pro Gin Gly Ser Met Leu Glu Leu Leu 
865 870 875 880 
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Gly Val Arg Gly Pro Ala Asp Val Pro Gly Glu Asn Ala Arg Gin Leu 
885 890 895 



Ala Lys lie Val Ala Ser lie Val Leu Ser Gly Glu Leu Ser Leu Val 
900 905 910 



Ser Ala Leu Ala Ala Gly His Leu Val Gin Ser His Met Gin His Asn 
915 920 925 



Arg Ala Ala Ala Lys Lys 
930 



<210> 197 

<211> 628 

<212> PRT 

<213> Gossypium hirsutum 



<400> 197 

Met Glu Ala Ser Arg Arg Ser Ala Val Lys Pro Val lie Val Leu Lys 
1 5 10 15 



Pro Ser Lys Arg Phe Pro Leu Val Glu Asp Thr Pro Gly Lys Ala Ser 
20 25 30 



Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr 
35 40 45 



Leu Phe Phe Thr Val Val Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys 
50 55 60 



lie Arg Ala Ser lie Pro Leu His Ala Val Thr Phe Pro Glu lie Val 
65 70 75 80 



Ala lie Phe Ala Phe Val Ala Ser Leu lie Tyr Leu Leu Gly Phe Phe 
85 90 95 



Gly lie Asp Phe Val Gin Ser Leu lie lie Arg Pro Ser Gly Asp Val 
100 105 110 



Trp Ser Gly Glu Asp Tyr Glu Glu Glu Asn Glu Val Leu Leu His Glu 
115 120 125 



Glu Asp Ala Arg Thr Val Pro Cys Gly Gin Ala Leu Asp Cys Ser Val 
130 135 140 
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Pro Ser Leu Pro His Met Ala Arg'Asn Val Thr Ala Gin Arg Leu Phe 
145 150 155 160 



Asp Glu Lys Pro Val Arg Val Ala Thr Glu Glu Asp Ala Arg Lys Val 
165 170 175 



Ser Cys Gly Gin Ala Val Asp Cys Ser Leu His Ser Leu Pro Pro Arg 
180 185 190 



Pro Pro lie Val Thr Ser Gin Lys Leu Phe His Glu Lys Thr Val lie 
195 200 205 



Val Thr Thr Glu Glu Asp Glu Glu lie lie Lys Ser Val Val Ala Gly 
210 215 220 



Thr Leu Pro Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp Cys Lys Arg 
225 230 235 240 



Ala Ala Ala lie Arg Arg Glu Ala Leu Gin Arg Leu Thr Gly Arg Ser 
245 250 255 



Leu Ser Gly Leu Pro Leu Asp Gly Phe Asp Tyr Glu Ser lie Leu Gly 
260 " 265 ^ 270 



Gin Cys Cys Glu Met Pro Val Gly Tyr Val Gin lie Pro Val Gly lie 
275 280 285 



Ala Gly Pro Leu Leu Leu Asn Gly Arg Glu Tyr Ser Val Pro Met Ala 
290 295 300 



Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala 
305 310 315 320 



lie His Leu Ser Gly Gly Ala Thr Ser lie Leu Leu Lys Asp Gly Met 
325 330 335 



Thr Arg Ala Pro Val Val Arg Phe Ser Thr Ala Lys Arg Ala Ala Glu 
340 345 350 



Leu Lys Phe Tyr Leu Glu Asp Pro Glu Asn Phe Asp Thr Leu Ala Val 
355 360 365 



Val Phe Asn Arg Ser Ser Arg Phe Gly Arg Leu Gin Ser lie Lys Cys 
370 375 380 



Ala lie Ala Gly Lys Asn Leu Tyr Leu Arg Phe Thr Cys Ser Thr Gly 
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385 



390 



395 



400 



Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu 
405 410 415 



Asp Phe Leu Gin Thr Asp Phe Pro Asp Met Asp Val lie Gly lie Ser 
420 425 * 430 



Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu 
435 440 445 



Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Glu Gly Asp Val 
450 455 460 



Val Arg Lys Val Leu Lys Thr Ser Val Glu Ser Leu Val Glu Leu Asn 
465 " 470 475 480 



Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala Gly Ala Leu Gly Gly 
485 490 495 



Phe Asn Ala His Ala Ser Asn lie Val Thr Ala lie Tyr lie Ala Thr 
500 505 510 



Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser His Cys lie Thr Met 
515 520 525 



Met Glu Ala Val Asn Asp Gly Lys Asp Leu His lie Ser Val Thr Met 
530 535 540 



Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser 
545 550 555 560 



Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Ser Lys Asp 
565 ~ 570 " ~ 575 



Val Ala Gly Ala Asn Ser Arg Met Leu Ala Thr He Val Thr Gly Ala 
580 585 590 



Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly Gin 
595 600 605 



Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser Ser Lys Asp Met Ser 
610 615 620 



Asn Leu Ser Ser 
625 
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<210> 198 

<211> 585 

<212> PRT 

<213> Gossypium hirsutum 

<400> 198 

Met Glu Thr His Arg Arg Ser Ser Thr Asn Ser lie Arg Ser His Lys 
1 5 10 15 



Pro Ala Arg Pro lie Ala Leu Glu Asp Asp Ser Thr Lys Ala Ser Asp 
20 25 30 



Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr Leu 
35 40 45 



Phe Phe Ser Ala Val Tyr Phe Leu Leu Cys Arg Trp Arg Glu Lys lie 
50 55 60 



Arg Ser Ser Thr Pro Leu His Val Val Thr Phe Ser Glu lie Val Ala 
65 70 75 80 



lie Leu Ala Ser Val Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe Gly 
85 90 95 



lie Asp Phe Val Gin Ser Leu Val Leu Arg Pro Ser Ala Asp Val Trp 
100 105 110 



Ala Thr Glu Asp Asp Glu Val Glu Ser Glu Val Leu Leu Arg Asn Glu 
115 120 125 



Asp Ala Arg His Val Pro Cys Gly Gin Ala Leu Asp Arg Ser lie Arg 
130 135 " 140 



Ser Leu Gin Pro Pro Glu Pro lie Val Thr Ala Glu Lys Val Phe Asp 
145 150 155 160 



Glu Met Pro Val Thr Val Met Thr Glu Glu Asp Glu Glu lie lie Arg 
165 170 175 



Ser Val Val Cys Gly Met Thr Pro Ser Tyr Ser Leu Glu Ser Lys Leu 
180 185 190 



Asp Asp Cys Lys Arg Ala Ala Ala lie Arg Arg Glu Ala Leu Gin Arg 
195 200 205 
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lie Thr Gly Lys Ser Leu Ser Gly Leu Pro Leu Asp Gly Phe Asp Tyr 
210 215 220 



Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr Glu Gin 
225 230 235 240 



lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asn Gly Arg Glu Tyr 
24 5 250 255 



Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn 
260 265 270 



Arg Gly Cys Lys Ala lie His Leu Ser Gly Gly Ala Thr Ser Val Leu 
275 280 285 



Leu Arg Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Gly Thr Ala 
290 295 300 



Lys Arg Ala Ala Asp Leu Lys Leu Tyr Leu Glu Asp Pro Glu Asn Phe 
305 310 315 320 



Glu Thr Leu Ala Cys Val Phe Asn Arg Ser Ser Arg Phe Ala Arg Leu 
325 330 335 



Gin Ser lie Lys Cys Ala lie Ala Gly Lys Asn Leu Tyr Leu Arg Phe 
340 345 350 



Ser Cys Phe Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly 
355 360 365 



Val Gin Asn Val Leu Asp Phe Leu Gin Thr Asp Phe Pro Asp Met Asp 
370 375 380 



Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala 
385 390 395 400 



Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie 
4 05 ** " 410 415 



lie Asn Gly Asp Val Val Thr Lys Val Leu Lys Thr Ser Val Glu Ser 
420 425 430 



Leu Val Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala 
435 440 445 



Gly Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Thr Ala 
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450 455 460 



Val Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser 
465 470 475 480 



His Cys lie Thr Met Met Glu Ala Val Asn Gly Gly Lys Asp Leu His 
485 490 495 



Val Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly 
500 505 510 



Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys 
515 520 525 



Gly Ala Ser Lys Glu Ser Pro Gly Ala Asn Ser lie Leu Leu Ala Thr 
530 535 540 



lie Val Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala 
545 550 555 560 



Leu Ala Ala Gly Gin Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser 
565 570 575 



Ser Lys Asp Val Ser Lys Val Ser Ser 
580 585 



<210> 199 

<211> 1045 

<212> PRT 

<213> Saccharomyces cerevisiae 

<400> 199 

Met Ser Leu Pro Leu Lys Thr lie Val His Leu Val Lys Pro Phe Ala 
1 5 10 15 



Cys Thr Ala Arg Phe Ser Ala Arg Tyr Pro lie His Val lie Val Val 
20 25 30 



Ala Val Leu Leu Ser Ala Ala Ala Tyr Leu Ser Val Thr Gin Ser Tyr 
35 40 45 



Leu Asn Glu Trp Lys Leu Asp Ser Asn Gin Tyr Ser Thr Tyr Leu Ser 
50 "* 55 60 



lie Lys Pro Asp Glu Leu Phe Glu Lys Cys Thr His Tyr Tyr Arg Ser 
65 "* 70 75 80 
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Pro Val Ser Asp Thr Trp Lys Leu Leu Ser Ser Lys Glu Ala Ala Asp 
85 90 95 



lie Tyr Thr Pro Phe His Tyr Tyr Leu Ser Thr lie Ser Phe Gin Ser 
100 105 110 



Lys Asp Asn Ser Thr Thr Leu Pro Ser Leu Asp Asp Val lie Tyr Ser 
115 120 125 



Val Asp His Thr Arg Tyr Leu Leu Ser Glu Glu Pro Lys lie Pro Thr 
130 * 135 140 



Glu Leu Val Ser Glu Asn Gly Thr Lys Trp Arg Leu Arg Asn Asn Ser 
145 150 155 160 



Asn Phe lie Leu Asp Leu His Asn lie Tyr Arg Asn Met Val Lys Gin 
165 170 175 



Phe Ser Asn Lys Thr Ser Glu Phe Asp Gin Phe Asp Leu Phe lie lie 
180 185 190 



Leu Ala Ala Tyr Leu Thr Leu Phe Tyr Thr Leu Cys Cys Leu Phe Asn 
195 200 205 



Asp Met Arg Lys lie Gly Ser Lys Phe Trp Leu Ser Phe Ser Ala Leu 
210 215 220 



Ser Asn Ser Ala Cys Ala Leu Tyr Leu Ser Leu Tyr Thr Thr His Ser 
225 230 235 ~ 240 



Leu Leu Lys Lys Pro Ala Ser Leu Leu Ser Leu Val lie Gly Leu Pro 
245 250 255 



Phe lie Val Val lie lie Gly Phe Lys His Lys Val Arg Leu Ala Ala 
260 265 270 



Phe Ser Leu Gin Lys Phe His Arg lie Ser lie Asp Lys Lys lie Thr 
275 280 285 



Val Ser Asn lie lie Tyr Glu Ala Met Phe Gin Glu Gly Ala Tyr Leu 
290 295 300 



lie Arg Asp Tyr Leu Phe Tyr t lie Ser Ser Phe lie Gly Cys Ala lie 
305 310 315 320 
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Tyr Ala Arg His Leu Pro Gly Leu Val Asn Phe Cys lie Leu Ser Thr 
325 330 335 



Phe Met Leu Val Phe Asp Leu Leu Leu Ser Ala Thr Phe Tyr Ser Ala 
340 345 350 



lie Leu Ser Met Lys Leu Glu lie Asn lie lie His Arg Ser Thr Val 
355 360 365 



lie Arg Gin Thr Leu Glu Glu Asp Gly Val Val Pro Thr Thr Ala Asp 
370 375 380 



lie lie Tyr Lys Asp Glu Thr Ala Ser Glu Pro His Phe Leu Arg Ser 
385 390 395 400 



Asn Val Ala lie lie Leu Gly Lys Ala Ser Val lie Gly Leu Leu Leu 
405 " 410 ^ 415 



Leu lie Asn Leu Tyr Val Phe Thr Asp Lys Leu Asn Ala Thr lie Leu 
420 425 430 



Asn Thr Val Tyr Phe Asp Ser Thr lie Tyr Ser Leu Pro Asn Phe lie 
435 440 445 



Asn Tyr Lys Asp lie Gly Asn Leu Ser Asn Gin Val lie lie Ser Val 
450 455 460 



Leu Pro Lys Gin Tyr Tyr Thr Pro Leu Lys Lys Tyr His Gin lie Glu 
465 470 475 480 



Asp Ser Val Leu Leu lie lie Asp Ser Val Ser Asn Ala lie Arg Asp 
485 490 495 



Gin Phe lie Ser Lys Leu Leu Phe Phe Ala Phe Ala Val Ser lie Ser 
500 505 510 



lie Asn Val Tyr Leu Leu Asn Ala Ala Lys lie His Thr Gly Tyr Met 
515 520 525 



Asn Phe Gin Pro Gin Ser Asn Lys lie Asp Asp Leu Val Val Gin Gin 
530 535 540 



Lys Ser Ala Thr lie Glu Phe Ser Glu Thr Arg Ser Met Pro Ala Ser 
545 550 555 560 



Ser Gly Leu Glu Thr Pro Val Thr Ala Lys Asp lie lie lie Ser Glu 
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565 570 575 



Glu lie Gin Asn Asn Glu Cys Val Tyr Ala Leu Ser Ser Gin Asp Glu 
580 585 590 



Pro lie Arg Pro Leu Ser Asn Leu Val Glu Leu Met Glu Lys Glu Gin 
595 600 605 



Leu Lys Asn Met Asn Asn Thr Glu Val Ser Asn Leu Val Val Asn Gly 
610 615 620 



Lys Leu Pro Leu Tyr Ser Leu Glu Lys Lys Leu Glu Asp Thr Thr Arg 
625 630 635 64 0 



Ala Val Leu Val Arg Arg Lys Ala Leu Ser Thr Leu Ala Glu Ser Pro 
645 650 655 



lie Leu Val Ser Glu Lys Leu Pro Phe Arg Asn Tyr Asp Tyr Asp Arg 
660 665 "* ~ 670 



Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro 
675 680 685 



Val Gly Val lie Gly Pro Leu lie lie Asp Gly Thr Ser Tyr His lie 
690 695 700 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Ala Met Arg Gly 
705 710 715 720 



Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Thr Thr Val Leu Thr Lys 
725 730 735 



Asp Gly Met Thr Arg Gly Pro Val Val Arg Phe Pro Thr Leu lie Arg 
740 745 750 



Ser Gly Ala Cys Lys lie Trp Leu Asp Ser Glu Glu Gly Gin Asn Ser 
755 760 765 



lie Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu Gin His 
770 775 780 



lie Gin Thr Cys Leu Ala Gly Asp Leu Leu Phe Met Arg Phe Arg Thr 
785 790 795 800 



Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly Val Glu 
805 810 815 
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Tyr Ser Leu Lys Gin Met Val Glu Glu Tyr Gly Trp Glu Asp Met Glu 
820 825 830 



Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala 
835 840 845 



lie Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Ala Glu Ala Thr 
850 855 860 



lie Pro Gly Asp Val Val Lys Ser Val Leu Lys Ser Asp Val Ser Ala 
865 870 875 880 



Leu Val Glu Leu Asn lie Ser Lys Asn Leu Val Gly Ser Ala Met Ala 
885 890 895 



Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn Leu Val Thr Ala 
900 905 910 



Leu Phe Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser 
915 920 925 



Asn Cys lie Thr Leu Met Lys Glu Val Asp Gly Asp Leu Arg lie Ser 
930 935 940 



Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly Thr Val 
945 950 955 960 



Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg Gly Pro 
965 970 975 



His Pro Thr Glu Pro Gly Ala Asn Ala Arg Gin Leu Ala Arg lie lie 
980 985 990 



Ala Cys Ala Val Leu Ala Gly Glu Leu Ser Leu Cys Ser Ala Leu Ala 
995 1000 1005 



Ala Gly His Leu Val Gin Ser His Met Thr His Asn Arg Lys Thr 
1010 1015 1020 



Asn Lys Ala Asn Glu Leu Pro Gin Pro Ser Asn Lys Gly Pro Pro 
1025 1030 1035 



Cys Lys Thr Ser Ala Leu Leu 
1040 1045 
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<210> 200 
<211> 410 
<212> PRT 

<213> Streptomyces carbophilus 
<400> 200 

Met Thr Glu Met Thr Glu Lys Ala Thr Thr Phe Leu Thr Ser Gin Glu 
15 10 15 



Ala Pro Ala Phe Pro Ala Asp Arg Thr Cys Pro Tyr Gin Leu Pro Thr 
20 25 30 



Ala Tyr Ser Arg Leu Arg Asp Glu Pro Asp Ala Leu Arg Pro Val Thr 
35 40 45 



Leu Tyr Asp Gly Arg Arg Ala Trp Val Val Thr Lys His Glu Ala Ala 
50 55 60 



Arg Arg Leu Leu Ala Asp Pro Arg Leu Ser Ser Asp Arg Leu His Ala 
65 7 0 75 8 0 



Asp Phe Pro Ala Thr Ser Pro Arg Phe Lys Ala Phe Arg Gin Gly Ser 
85 90 95 



Pro Ala Phe lie Gly Met Asp Pro Pro Glu His Gly Thr Arg Arg Arg 
100 105 110 



Met Thr lie Ser Glu Phe Thr Val Lys Arg lie Lys Gly Met Arg Pro 
115 120 125 



Asp Val Glu Arg lie Val His Gly Phe lie Asp Asp Met Leu Ala Ala 
130 135 140 



Gly Pro Thr Ala Asp Leu Val Ser Gin Phe Ala Leu Pro Val Pro Ser 
145 150 155 160 



Met Val lie Cys His Met Leu Gly Val Pro Tyr Ala Asp His Glu Phe 
165 170 175 



Phe Gin Asp Ala Ser Lys Arg Leu Val Gin Ala Val Asp Ala Asp Ser 
180 185 190 



Ala Val Ala Ala Arg Asp Asp Phe Glu Arg Tyr Leu Asp Gly Leu lie 
195 200 205 



Thr Lys Leu Glu Ser Glu Pro Gly Thr Gly Leu Leu Gly Lys Leu Val 
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210 215 220 



Thr His Gin Leu Ala Asp Gly Glu lie Asp Arg Ala Glu Leu lie Ser 
225 230 235 240 



Thr Ala Leu Leu Leu Leu Val Ala Gly His Glu Thr Thr Ala Ser Met 
245 250 255 



Thr Ser Leu Ser Val lie Thr Leu Leu Glu His Pro Asp Gin His Ala 
260 265 270 



Ala Leu Arg Ala Asp Pro Ser Leu Val Pro Gly Ala Val Glu Glu Leu 
275 280 * 285 



Leu Arg Val Leu Ala lie Ala Asp lie Ala Gly Gly Arg lie Ala Thr 
290 295 300 



Ala Asp lie Glu lie Asp Gly Gin Leu lie Arg Ala Gly Glu Gly Val 
305 310 315 320 



lie Val Thr Asn Ser lie Ala Asn Arg Asp Ser Ser Val Phe Glu Asn 
325 330 335 



Pro Asp Arg Leu Asp Val His Arg Ser Ala Arg His His Leu Ser Phe 
340 345 350 



Gly Tyr Gly Val His Gin Cys Leu Gly Gin Asn Leu Ala Arg Leu Glu 
355 360 365 



Leu Glu Val lie Leu Thr Val Leu Phe Asp Arg lie Pro Thr Leu Arg 
370 375 380 



Leu Ala Val Pro Val Glu Gin Leu Thr Leu Arg Pro Gly Thr Thr lie 
385 390 395 400 



Gin Gly Val Asn Glu Leu Pro Val Thr Trp 
405 410 



<210> 201 

<211> 574 

<212> PRT 

<213> Solanum tuberosum 

<400> 201 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Pro Ser Glu His 
1 5 10 " 15 
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lie Ser Ser Gly Glu Pro Leu Lys Pro His Asn Gin Asp Ser Ser Val 
20 25 30 



Lys Ala Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Gly Leu 
35 40 45 



Phe Phe Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu His Arg Trp 
50 55 60 



Arg Glu Lys lie Arg Asn Gly lie Pro Leu His Val Leu Asn Phe Ser 
65 70 75 80 



Glu Leu Val Ala Met Val Ser Leu lie Ala Ser Val lie Tyr Leu Leu 
85 90 95 



Gly Phe Phe Gly lie Gly Phe Val Gin Ser Phe Val Ser Lys Gly Asn 
100 105 110 



Asn Asp Ser Trp Asp Val Glu Asp Glu Ser Pro Glu Gin Phe lie Asp 
115 120 125 



Arg Thr Val Thr Pro Pro Pro Val Arg Arg Asn lie Pro Met Lys Ser 
130 135 140 



Val Pro Val Ala Glu Lys Thr Ala Gin lie lie Thr Pro Phe Ser Ser 
145 150 155 160 



Glu Asp Asp Glu Val Val lie Lys Ser Val Val Glu Gly Arg lie Pro 
165 170 175 



Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp Cys Lys Arg Ala Ala Phe 
180 185 190 



lie Arg Lys Glu Ala Leu Gin Arg Ser Ser Gly Lys Ser Leu Glu Gly 
195 200 205 



Leu Pro Leu Asp Gly Phe Asp Tyr Glu Ser lie Leu Gly Gin Cys Cys 
210 215 220 



Glu Met Pro lie Gly Tyr lie Gin lie Pro Val Gly lie Ala Gly Pro 
225 230 235 240 



Leu Leu Leu Asn Gly Lys Glu Phe Ser Val Pro Met Ala Thr Thr Glu 
245 250 255 
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Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala lie Tyr Val 
260 265 270 



Ser Gly Gly Ala Thr Ser Val Leu Phe Arg Asp Ala Met Thr Arg Ala 
275 280 285 



Pro Val Val Arg Phe Gly Ser Ala Lys Arg Ala Ala Glu Leu Lys Phe 
290 ~ 295 300 



Phe Val Glu Asp Pro Met Asn Phe Glu Thr Leu Ser Val Val Phe Asn 
305 310 315 320 



Lys Ser Ser Arg Phe Ala Arg Leu Gin Asn lie Gin Cys Ala lie Ala 
325 330 335 



Gly Lys Asn Leu Tyr Met Arg Phe Ser Cys Ser Thr Gly Asp Ala Met 
34 0 345 350 



Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Asp Tyr Leu 
355 360 365 



Gin Asn Glu Tyr Pro Asp Met Asp lie lie Gly lie Ser Gly Asn Tyr 
370 375 380 



Cys Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly 
385 ~ 390 395 400 



Lys Ser Val Val Cys Glu Ala lie lie Lys Glu Asp Val Val Lys Lys 
405 410 415 



Val Leu Lys Thr Glu Val Ala Thr Leu Val Glu Leu Asn Met Leu Lys 
420 425 430 



Asn Leu Thr Gly Ser Ala Met Ala Gly Ala Leu Gly Gly Phe Asn Ala 
435 440 445 



His Ala Ser Asn lie Val Ser Ala Val Tyr Leu Ala Thr Gly Gin Asp 
450 455 460 



Pro Ala Gin Asn lie Glu Ser Ser His Cys lie Thr Met Met Glu Ala 
465 470- 475 480 



Val Asn Asp Gly Lys Asp Leu His lie Ser Val Thr Met Pro Ser lie 
485 490 495 



Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ser Ala 
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500 



505 



510 



Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Asn Arg Glu Ala Pro Gly 
515 520 525 



Ser Asn Ala Arg Leu Leu Ala Thr lie Val Ala Gly Ser Val Leu Ala 
530 535 540 



Gly Glu Leu Ser Leu Met Ser Ala lie Ser Ala Gly Gin Leu Val Lys 
545 550 555 560 



Ser His Met Lys Tyr Asn Arg Ser Cys Lys Asp Val Thr Lys 
565 57 0 



<210> 202 

<211> 595 

<212> PRT 

<213> Solanum tuberosum 

<400> 202 

Met Asp Val Arg Arg Arg Ser Glu Lys Pro Val Tyr Pro Ser Lys Val 
1 5 10 15 



Phe Gly Ala Asp Glu Lys Pro Leu Lys Pro His Asn Asn Gin Gin Gin 
20 25 30 



Glu Asp Asn Asn Thr Leu Leu lie Asp Ala Ser Asp Ala Leu Pro Leu 
35 40 45 



Pro Leu Tyr Leu Thr Asn Gly Leu Phe Phe Thr Met Phe Phe Ser Val 
50 55 60 



Met Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys lie Arg Asn Ser Thr 
65 70 75 ~ 80 



Pro Leu His Val Val Thr Leu Ser Glu Leu Gly Ala lie Val Ser Leu 
85 90 95 



lie Ala Ser Val lie Tyr Leu Leu Gly Phe Phe Gly lie Gly Phe Val 
100 105 110 



Gin Thr Phe Val Ser Arg Gly Asn Asn Asp Ser Trp Asp Glu Asn Asp 
115 120 125 



Glu Glu Phe Leu Leu Lys Glu Asp Ser Arg Cys Gly Pro Ala Thr Thr 
130 * 135 140 
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Leu Gly Cys Ala lie Pro Ala Pro Pro Ala Arg Gin lie Ser Pro Met 
145 ^ 150 155 160 



Ala Pro Pro Gin Pro Ala Met Ser Met Val Glu Lys Pro Ser Pro Leu 
165 170 175 



lie Thr Pro Ala Ser Ser Glu Glu Asp Glu Glu lie lie Asn Ser Val 
180 185 190 



Val Gin Gly Lys Phe Pro Ser Tyr Ser Leu Val lie Gin Leu Gly Asp 
195 200 205 



Val Ser Ala Ala Ala Ser Leu Arg Lys Glu Val Met Gin Arg lie Thr 
210 215 220 



Gly Lys Ser Leu Glu Gly Leu Pro Leu Glu Gly Phe Thr Tyr Glu Ser 
225 ^ 230 235 240 



lie Leu Gly Gin Cys Cys Glu Met Pro lie Gly Tyr Val Gin lie Pro 
245 250 255 



Val Gly lie Ala Gly Pro Leu Leu Leu Asn Gly Lys Glu Phe Ser Val 
260 265 ^ 270 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly 
275 ~ 280 285 



Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr Cys lie Val Leu Arg 
290 295 300 



Asp Gly Met Thr Arg Ala Pro Cys Val Arg Phe Gly Thr Ala Lys Arg 
305 310 315 320 



Ala Ala Glu Leu Lys Phe Phe Val Glu Asp Pro lie Lys Phe Glu Thr 
325 ■ 330 335 



Leu Ala Asn Val Phe Asn Gin Ser Ser Arg Phe Gly Arg Leu Gin Arg 
340 345 350 



lie Gin Cys Ala lie Ala Gly Lys Asn Leu Tyr Met Arg Phe Val Cys 
355 360 365 



Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin 
370 375 380 
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Asn Val Leu Asp Tyr Leu Gin Asn Glu Tyr Pro Asp Met Asp Val lie 
385 " 390 ~ 395 * 400 



Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn 
405 410 415 



Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Thr 
420 " 425 430 



Glu Glu Val Val Lys Lys Val Leu Lys Thr Glu Val Ala Ala Leu Val 
435 " 440 445 



Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala Gly Ala 
450 455 460 



Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser Ala Val Phe 
465 " ~ 470 475 480 



lie Ala Thr Gly Gin Asp Pro Ala Gin Asn lie Glu Ser Ser His Cys 
485 490 495 



lie Thr Met Met Glu Ala Val Asn Asp Gly Lys Asp Leu His lie Ser 
500 505 510 



Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin 
515 520 525 



Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala 
530 535 540 



Asn Arg Glu Ala Pro Gly Ser Asn Ala Arg Leu Leu Ala Thr Val Val 
545 550 555 560 



Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ser 
565 570 575 



Ala Gly Gin Leu Val Asn Ser His Met Lys Tyr Asn Arg Ser Thr Lys 
580 585 590 



Ala Ser Ser 
595 



<210> 203 

<211> 1053 

<212> PRT 

<213> Schizosaccharomyces pombe 



25156216 



-290- 



<400> 203 

Met lie Tyr Lys Leu Ala Ala Arg Tyr Pro lie Gin Val lie Ala lie 
1 ~ * 5 10 15 



Val Gly lie Leu Val Ser Met Ala Tyr Phe Ser Phe Leu Glu Ala Leu 
20 25 30 



Thr Gin Glu Asp Phe Pro Val Leu lie Arg Ala Leu Lys Arg Phe Gly 
35 " 40 45 



lie Leu Asp Gly Phe Pro Asn Thr Arg Leu Pro Asn Glu Met lie Leu 
50 55 60 



Lys Leu Ser Ser Val Gin Gly Glu Asp Ala Ser Val Trp Glu Gin lie 
65 70 75 80 



Pro Ala Ala Glu Leu Gly Gly Glu Gly Phe Val Asp Phe Asp lie Thr 
85 90 95 



Gin Trp Tyr Tyr Pro Ala Asn Ala Lys Val Asp Val Ala Gin Leu Val 
100 105 110 



Glu Pro Tyr Arg Asn Asp Cys lie Phe His Asp Ala Ser Gly Ala Cys 
115 120 125 



His Phe Phe Phe Lys Glu Val Gly Asn Trp Thr Val Ser Ser lie Ala 
130 135 140 



Leu Pro Ser Asn Leu Ala Asn Pro Pro lie Asp Tyr Phe Leu Asp Ser 
145 150 155 " 160 



Ser Ser Thr Val lie Gin Arg lie Leu Pro Ala lie Arg Glu His Gly 
165 170 ~ 175 



lie Ser Trp Ser Trp Leu Leu Gin Leu lie Ala Arg Thr Trp Met Asn 
180 185 190 



Thr Leu Lys lie Ala Ser Gin Ala Ser Lys Thr Glu Leu Leu lie Val 
195 200 205 



Gly Thr Ala Tyr Ala Cys Met Leu lie Ser lie Val Ser Leu Tyr Leu 
210 215 220 



Lys Met Arg Arg Leu Gly Ser Lys Phe Trp Leu Phe Phe Ser Val Leu 
225 230 235 240 



25156216 



-291 - 



Leu Ser Thr Leu Phe Ser Val Gin Phe Ala Met Thr Leu Val Arg Ala 
245 250 255 



Ser Gly Val Arg lie Ser Leu Val Ser Leu lie Glu Ser Leu Pro Phe 
260 265 270 



Leu lie Asn Val Val Ala Leu Asp Lys Ala Ala Glu Leu Thr Arg Gin 
275 280 285 



Val lie Thr Arg Cys Ser Val Ser Asp Ser His Ser Pro Met His Glu 
290 - 295 300 



Asp lie Ala Lys Ala Cys Arg Asn Ala Ala Pro Pro lie Leu Arg His 
305 310 315 320 



Phe Ser Phe Gly lie Val Val Leu Ala lie Phe Ser Tyr Cys Asn Phe 
325 330 335 



Gly lie Lys Gin Phe Phe Leu Phe Ala Ala Val Met lie Tyr Asp Leu 
340 345 350 



Leu Leu Leu Phe Ser Phe Phe Val Ala lie Leu Thr Leu Lys Leu Glu 
355 360 365 



Met Arg Arg Tyr Asn Ala Lys Asp Asp Val Arg Lys Val Leu lie Glu 
370 375 380 



Glu Gly Leu Ser Glu Ser Thr Ala Arg His Val Ala Asp Gly Asn Asp 
385 390 395 400 



Ser Ser Ala Thr Thr Ser Ala Gly Ser Arg Tyr Phe Lys Val Arg Tyr 
405 410 415 



Gly Thr Lys lie lie Leu Phe lie Phe lie Ala Phe Asn Leu Phe Glu 
420 425 430 



Leu Cys Ser lie Pro Phe Lys His Tyr Ala Ala Thr Ser Ala Ala Ala 
435 440 " 445 



Ala Arg Leu lie Pro Leu Val Arg Ser Gin Tyr Pro Asp Phe Lys Ser 
450 455 460 



Gin Arg Leu Leu Asp Asp Gly Val Phe Asp Asp Val Leu Ser Ala lie 
465 470 475 480 
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Ser Ser Met Ser Asn lie Glu Ser Pro Ser Val Arg Leu Leu Pro Ala 
485 490 495 



Val Phe Tyr Gly Ala Glu Leu Ser Ser Thr Ser Phe Leu Ser Thr lie 
500 505 510 



His Ser Phe lie Asn Asn Trp Ser His Tyr lie Ser Ala Ser Phe Leu 
515 520 525 



Ser Lys Trp lie Val Cys Ala Leu Ser Leu Ser lie Ala Val Asn Val 
530 ' 535 540 



Phe Leu Leu Asn Ala Ala Arg Leu Asn Ser lie Lys Glu Glu Pro Glu 
545 550 555 560 



Lys Lys Val Val Glu Lys Val Val Glu Val Val Lys Tyr lie Pro Ser 
565 570 575 



Ser Asn Ser Ser Ser lie Asp Asp lie Gin Lys Asp Glu lie Ala Gin 
580 585 590 



Glu Ser Val Val Arg Ser Leu Glu Glu Cys lie Thr Leu Tyr Asn Asn 
595 600 605 



Gly Gin lie Ser Thr Leu Asn Asp Glu Glu Val Val Gin Leu Thr Leu 
610 615 620 



Ala Lys Lys lie Pro Leu Tyr Ala Leu Glu Arg Val Leu Lys Asp Val 
625 630 635 640 



Thr Arg Ala Val Val lie Arg Arg Thr Val Val Ser Arg Ser Ser Arg 
645 650 655 



Thr Lys Thr Leu Glu Ser Ser Asn Cys Pro Val Tyr His Tyr Asp Tyr 
660 665 670 



Ser Arg Val Leu Asn Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro 
675 680 685 



Leu Pro Leu Gly Val Ala Gly Pro Leu lie lie Asp Gly Lys Pro Phe 
690 695 700 



Tyr lie Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Thr Met 
705 710 715 720 



Arg Gly Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Val Thr Val Leu 
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725 730 735 



Thr Arg Asp Gin Met Ser Arg Gly Pro Cys Val Ala Phe Pro Asp Leu 
740 745 750 



Thr Arg Ala Gly Arg Ala Lys lie Trp Leu Asp Ser Pro Glu Gly Gin 
755 760 765 



Glu Val Met Lys Lys Ala Phe As n Ser Thr Ser Arg Phe Ala Arg Leu 
770 775 780 



Gin His lie Lys Thr Ala Leu Ala Gly Thr Arg Leu Phe lie Arg Phe 
785 790 795 800 



Cys Thr Ser Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly 
805 810 815 



Val Glu His Ala Leu Val Val Met Ser Asn Asp Ala Gly Phe Asp Asp 
820 825 830 



Met Gin Val lie Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro 
835 840 845 



Ala Ala lie Asn Trp lie Asp Gly Arg Gly Lys Ser Val lie Ala Glu 
850 855 860 



Ala lie lie Pro Gly Asp Ala Val Lys Ser Val Leu Lys Thr Thr Val 
865 870 875 880 



Glu Asp Leu Val Lys Leu Asn Val Asp Lys Asn Leu lie Gly Ser Ala 
885 890 895 



Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn lie Val 
900 905 910 



Thr Ala Val Tyr Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu 
915 920 925 



Ser Ser Asn Cys lie Thr Leu Met Asp Asn Val Asp Gly Asn Leu Gin 
930 935 940 



Leu Ser Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly 
945 950 955 960 



Thr Val Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg 
965 970 975 



25156216 



-294- 



Gly Ala His Met Thr Ser Pro Gly Asp Asn Ser Arg Gin Leu Ala Arg 
980 985 990 



Val Val Ala Ala Ala Val Met Ala Gly Glu Leu Ser Leu Cys Ser Ala 
995 1000 1005 



Leu Ala Ser Gly His Leu Val Lys Ser His lie Gly Leu Asn Arg 
1010 1015 1020 



Ser Ala Leu Asn Thr Pro Ala Met Asp Ser Ser Ala Lys Lys Pro 
1025 1030 1035 



Ala Thr Asp Ala Leu Lys Ser Val Asn Ser Arg Val Pro Gly Arg 
1040 1045 1050 



<210> 204 

<211> 856 

<212> PRT 

<213> Blattella germanica 

<400> 204 

Met Val Gly Arg Leu Phe Arg Ala His Gly Gin Phe Cys Ala Ser His 
1 " 5 * 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Val Cys Met Leu 
20 25 30 



Thr Val Asp Gin Arg Pro Leu Gly Leu Pro Pro Gly Trp Gly His Asn 
35 " 40 45 



Cys lie Thr Leu Glu Glu Tyr Asn Ala Ala Asp Met lie Val Met Thr 
50 55 60 



Leu lie Arg Cys Val Ala Val Leu Tyr Ser Tyr Tyr Gin Phe Cys His 
65 70 75 80 



Leu Gin Lys Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly Leu Phe 
85 90 95 



Thr Val Phe Ser Ser Phe Val Phe Ser Ser Ser Val lie Asn Phe Leu 
100 105 110 



Gly Ser Asp Val Ser Asp Leu Lys Asp Ala Leu Phe Phe Phe Leu Leu 
115 120 125 
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Leu lie Asp Leu Ser Lys Ala Thr Val Leu Ala Gin Phe Ala Leu Ser 
130 135 140 



Ser Arg Ser Gin Asp Glu Val Lys His Asn lie Ala Arg Gly lie Ala 
145 150 155 160 



Met Leu Gly Pro Thr lie Thr Leu Asp Thr Val Val Glu Thr Leu Val 
165 170 175 



lie Gly Val Gly Met Leu Ser Gly Val Arg Arg Leu Glu Val Leu Cys 
180 185 190 



Cys Phe Ala Cys Met Ser Val lie Val Asn Tyr Val Val Phe Met Thr 
195 200 205 



Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu Ser Arg Ser Gly 
210 " 215 220 



Glu Ser Gly Arg Pro Ala Trp His Asp Lys Ser Leu lie lie Lys Ala 
225 230 235 240 



Leu His Glu Glu Asp Gin Lys Pro Asn Pro Val Val Gin Arg Val Lys 
245 250 255 



Val lie Met Ser Ala Gly Leu Met Leu Val His Ala His Arg Trp Val 
260 265 270 



Arg Cys Leu Ser lie Ala Leu Trp Pro Asp Leu Thr Ser Leu Arg Tyr 
275 280 285 



Phe Cys Thr His Cys Asp Thr Gly Val Ser Tyr Ser Arg Trp Ser Phe 
290 295 " 300 



Ala Ser Glu Gly Glu Glu Leu Pro Thr Val Lys Leu Val Thr Gly Asp 
305 310 315 320 



Ser Val Val Asn Ser Asn Ser Thr Asp Asp Ala Gin Leu His Tyr Tyr 
325 330 335 



lie Met Arg Trp Leu Thr Val Ser Ala Asp His lie Val lie Leu lie 
340 345 350 



Leu Leu Leu Ala Leu Ala Val Lys Phe Val Phe Phe Glu Thr Arg Asp 
355 360 365 



Glu Leu Thr Thr Thr Arg Gly Met Asp Gly Trp Val Glu Val Ser Ser 
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370 375 380 



Pro Val Glu His Lys Tyr Val Gin Thr Glu Gin Pro Ser Cys Ser Ala 
385 390 395 400 



Pro Glu Gin Pro Leu Glu Glu Pro Pro Ala Ser Asn Arg Ser lie Asp 
405 410 415 



Glu Cys Leu Ser Val Cys Lys Ser Asp Val Gly Ala Gin Ala Leu Ser 
420 425 430 



Asp Cys Glu Val Met Ala Leu Val Thr Ser Gly His lie Ala Gly Tyr 
435 440 445 



Gin Leu Glu Lys Val Val Arg Asn Pro Glu Arg Gly Val Gly lie Arg 
450 455 460 



Arg Gin lie Leu Thr Lys Thr Ala Asp Leu Lys Asp Ala Leu Asp Asn 
465 470 475 480 



Leu Pro Tyr Lys Asn Tyr Asp Tyr Leu Lys Val Met Gly Ala Cys Cys 
485 490 495 



Glu Asn Val lie Gly Tyr Met Pro Val Pro Val Gly Val Ala Gly Pro 
500 505 510 



Leu Asn Leu Asp Gly Arg Leu Val His Val Pro Leu Ala Thr Thr Glu 
515 " 520 525 



Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Met Arg Ala Leu Met Arg 
530 535 540 



Cys Gly Val Thr Ser Arg lie Val Ala Asp Gly Met Thr Arg Gly Pro 
545 550 555 560 



Val Val Arg Phe Pro Asn lie Asp Arg Ala Ser Glu Ala Met Leu Trp 
565 570 575 



Met Gin Val Pro Tyr Asn Phe Glu Gin lie Lys Lys Asn Phe Asp Ser 
580 585 590 



Thr Ser Arg Phe Ala Arg Leu Ser Lys lie His lie Arg Val Ala Gly 
595 600 605 



Arg His Leu Phe lie Arg Phe lie Ala Thr Thr Gly Asp Ala Met Gly 
610 615 620 
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Met Asn Met Leu Ser Lys Gly Thr Glu Val Ala Leu Ala Tyr Val Gin 
625 630 635 640 



Gin Val Tyr Pro Asp Met Glu lie Leu Ser Leu Ser Gly Asn Phe Cys 
645 650 655 



Thr Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys 
660 665 ~ 67 0 



Ser Val Val Cys Glu Ala lie Val Pro Ala Asp lie lie Lys Ser Val 
675 680 685 



Leu Lys Thr Ser Val Gin Ala Leu Met Asp Val Asn lie Thr Lys Asn 
690 695 700 



Leu lie Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe Asn Ala His 
705 710 715 720 



Ala Ala Asn lie Val Thr Ala lie Phe lie Ala Thr Gly Gin Asp Pro 
725 730 735 



Ala Gin Asn Val Gly Ser Ser Asn Cys Met Thr Leu Met Glu Pro Trp 
740 745 750 



Gly Glu Asp Gly Lys Asp Leu Tyr Val Ser Cys Thr Met Pro Ser lie 
755 760 765 



Glu lie Gly Thr lie Gly Gly Gly Thr Val Leu Pro Pro Gin Ala Ala 
770 775 780 



Cys Leu Asp Met Leu Gly Val Arg Gly Ala Asn Glu Met Cys Pro Gly 
785 790 795 800 



Glu Asn Ala Asn Thr Leu Ala Arg lie Val Cys Gly Thr Val Leu Ala 
805 810 815 



Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly His Leu Val Lys 
820 825 830 



Ser His Met Arg His Asn Arg Ser Ser Val Ser Thr Ser Gly Ser Glu 
835 840 845 



Pro Ser Thr Pro Ala Cys Lys Ser 
850 855 
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<210> 205 

<211> 277 

<212> PRT 

<213> Sphaceloma manihoticola 

<400> 205 

Met Ala Ala Gly Phe Pro Gly Tyr Ala Leu Glu Lys Thr Leu Glu Asp 
1 5 10 15 



Lys Thr Arg Ala Val Lys lie Arg Arg Ala Met lie Ala Arg Thr Pro 
20 25 30 



Ala Thr Thr Lys His Ser Arg Leu Leu Glu Ser Ser Asn Leu Pro Tyr 
35 " 40 45 



Gin His Phe Asp Tyr Asp Arg Val Phe Gly Ala Cys Cys Glu Asn Val 
50 " 55 60 



lie Gly Tyr Met Pro Leu Pro Val Gly Val Ala Gly Pro Leu Thr lie 
65 70 75 80 



Asp Gly Glu Ser Tyr Phe Leu Pro Met Ala Thr Thr Glu Gly Val Leu 
85 90 95 



Val Ala Ser Thr Ser Arg Gly Cys Lys Ala lie Asn Ala Gly Gly Gly 
100 105 110 



Ala Val Thr Val Leu Thr Ala Asp Gly Met Thr Arg Gly Pro Cys Val 
115 120 125 



Gly Phe Glu Thr Leu Ala Arg Ala Ala Ala Ala Ala Lys Leu Trp Leu 
130 135 140 



Asp Ser Glu Glu Gly Gin Lys Val Met Lys Asp Ala Phe Asn Ser Thr 
145 150 "* 155 160 



Ser Arg Phe Ala Arg Leu Gin Gin Leu Lys Thr Ser Leu Ala Gly Thr 
165 170 175 



Tyr Val Tyr lie Arg Phe Lys Thr Thr Thr Gly Glu Ala Met Gly Met 
180 185 190 



Asn Met lie Ser Lys Gly Val Glu Lys Ala Leu Asp Val Met Ala Lys 
195 200 205 



Glu Ser Gly Phe Glu Asp Met. Ala lie lie Ser Val Ser Gly Asn Phe 
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210 215 220 



Cys Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Asp Gly Arg Gly 
225 230 235 240 



Lys Ser Val Val Ala Glu Ala lie lie Pro Gly Asp Val Val Arg Ser 
245 250 255 



Val Leu Lys Ser Asp Val Asn Ala Leu Val Glu Leu Asn Val Ser Lys 
260 265 270 



Asn Leu lie Gly Ser 
275 



<210> 206 

<211> 583 

<212> PRT 

<213> Raphanus sativus 

<400> 206 

Met Asp lie Arg Arg Arg Pro Pro Lys Pro Pro Val Asn Asn Pro Asn 
1 5 ^ 10 15 



Arg Phe Ser Asn Asp Asn Asp Asp Gin Pro Arg Thr Lys Ala Ser Asp 
20 25 30 



Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr Leu 
35 4 0 4 5 



Phe Phe Ser Val Ala Tyr Tyr Leu Leu Arg Arg Trp Arg Asp Lys lie 
50 55 60 



Arg His Ser Thr Pro Leu His Val lie Thr He Thr Glu Leu Gly Ala 
65 70 75 80 



Leu Leu Ala Leu Val Ala Ser Phe He Tyr Leu Leu Gly Phe Phe Gly 
85 90 95 



He Asp Phe Val Gin Ser Phe He Ser Arg Ala Asp Thr Asn Asn Glu 
100 105 110 



Phe Glu Asp His Arg Leu Val Thr Cys Leu Pro Arg Gly Asp Val Glu 
115 120 125 



Val Trp Trp Cys His Val Pro Met Gin He Thr Ser Leu Lys Thr Thr 
130 135 140 
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Ala Ser Ser Arg Ala Pro Arg Gly Gly Arg Arg Val Val Asp Pro Thr 
145 150 155 160 



Leu Pro Glu Glu Asp Glu Glu lie Val Lys Ser Val lie Arg Gly Val 
165 170 175 



lie Pro Ser Tyr Ser Leu Glu Ser Ser Leu Gly Glu Cys Lys Arg Ala 
180 185 190 



Ala Ala lie Arg Arg Glu Ala Leu Gin Arg lie Thr Gly Arg Ser lie 
195 200 205 



Glu Gly Leu Pro Leu Glu Gly Phe Asp Tyr Glu Ser lie Leu Gly Gin 
210 215 220 



Cys Cys Glu Met Pro Val Gly Tyr Val Gin He Pro Val Gly He Ala 
225 230 235 240 



Gly Pro Leu Leu Leu Asp Gly Cys Glu Tyr Ser Val Pro Met Ala Thr 
245 250 255 



Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala Met 
260 265 270 



Tyr Val Ser Gly Gly Gly Thr Ser Thr Val Val Lys Asp Gly Met Thr 
275 280 285 



Arg Ala Pro Val Val Arg Phe Ala Ser Ala Arg Arg Ala Ser Glu Leu 
290 295 300 



Lys Phe Tyr Leu Glu Asp Leu Glu Asn Phe Asp Thr Leu Ala Val Val 
305 310 315 320 



Phe Asn Arg Ser Ser Arg Phe Ala Arg Leu Gin Ser Val Lys Cys Thr 
325 330 335 



Leu Ala Gly Lys Asn Ala Tyr Val Arg Phe Ser Cys Ser Thr Gly Asp 
340 345 350 



Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Glu 
355 360 365 



Phe Leu Thr Asp Asp Phe Pro Asp Met Asp Val He Gly He Ser Gly 
370 375 380 
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Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly 
385 390 395 400 



Arg Gly Lys Ser Val Val Cys Glu Ala Val lie Arg Gly Glu lie Val 
405 410 415 



Asn Lys Val Leu Lys Thr Ser Val Ala Ala Leu Val Glu Leu Asn Met 
420 425 430 



Leu Lys Asn Leu Thr Gly Ser Ala Val Ala Gly Ser Leu Gly Gly Phe 
435 440 445 



Asn Ala His Ala Ser Asn lie Val Ser Ala Val Phe lie Ala Thr Gly 
450 455 460 



Gin Asp Pro Ala Gin Asn Val Glu Leu Ser Gin Cys lie Thr Met Met 
465 470 475 480 



Glu Ala Val Asn Asp Gly Lys Asp lie His Val Ser Val Thr Met Pro 
485 490 495 



Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin 
500 505 510 



Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Ser Thr Glu Ser 
515 520 525 



Pro Gly Met Asn Ser Arg Thr Leu Ala Thr lie Val Ala Gly Ala Val 
530 535 540 



Leu Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ala Ala Gly Gin Leu 
545 550 555 560 



Val Lys Ser His Met Lys Tyr Asn Arg Ser Ser Arg Asp lie Ser Gly 
565 ~ 570 575 



Ala Met Thr Ala Thr Thr Thr 
580 



<210> 207 
<211> 976 
<212> PRT 

<213> Gibberella fujikuroi 
<400> 207 

Met Asp His Glu Gly Cys Gin Gly Gin His Pro Gin Gin Cys Cys Gin 
15 10 15 
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Trp Val Ser Asn Ala Trp Ser Glu Phe Leu Asp Leu Leu Lys Asn Ala 
20 25 30 



Glu Thr Leu Asp lie Val lie Met Leu Leu Gly Tyr lie Ala Met His 
35 40 45 



Leu Thr Phe Val Ser Leu Phe Leu Ser Met Arg Lys Met Gly Ser Lys 
50 55 60 



Phe Trp Leu Gly lie Cys Thr Leu Phe Ser Ser Val Phe Ala Phe Leu 
65 70 75 80 



Phe Gly Leu Val Val Thr Thr Lys Leu Gly Val Pro lie Ser Val lie 
85 90 95 



Leu Leu Ser Glu Gly Leu Pro Phe Leu Val Val Thr lie Gly Phe Glu 
100 " 105 110 



Lys Asn lie Val Leu Thr Arg Ala Val Met Ser His Ala lie Glu His 
115 120 125 



Arg Arg lie Gin Ala Gin Asn Ser Lys Ser Gly Lys Arg Ser Pro Asp 
130 135 "* 14 0 



Gly Ser Thr Gin Asn Met lie Gin Tyr Ala Val Gin Ala Ala lie Lys 
145 150 155 160 



Glu Lys Gly Phe Glu lie lie Arg Asp Tyr Ala lie Glu lie Val lie 
165 170 175 



Leu Val lie Gly Ala Ala Ser Gly Val Gin Gly Gly Leu Gin Gin Phe 
180 185 190 



Cys Phe Leu Ala Ala Trp Thr Leu Phe Phe Asp Phe lie Leu Leu Phe 
195 200 205 



Thr Phe Tyr Thr Ala lie Leu Ser lie Lys Leu Arg Ser Thr Val Ser 
210 215 220 



Ser Val Met Ser lie Cys Val Trp Pro Leu Arg Met Met Ala Ser Arg 
225 230 235 240 



Arg Val Ala Glu Asn Val Ala Lys Gly Asp Asp Glu Leu Asn Arg Val 
245 250 255 
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Arg Gly Asp Ala Pro Leu Phe Gly Arg Lys Ser Ser Ser lie Pro Lys 
260 265 270 



Phe Lys Val Leu Met lie Leu Gly Phe lie Phe Val Asn lie Val Asn 
275 280 285 



lie Cys Ser lie Pro Phe Arg Asn Pro Ser Ser Met Ser Thr lie Arg 
290 295 300 



Thr Trp Ala Ser Ser Leu Gly Gly Val lie Ala Pro Leu Ser Val Asp 
305 310 315 320 



Pro Phe Lys Val Ala Ser Asn Gly Leu Asp Ala lie Leu Pro Thr Ala 
325 330 335 



Lys Ser Asn Asn Arg Pro Thr Leu Val Thr Val Leu Thr Pro lie Lys 
340 345 350 



Tyr Glu Leu Glu Tyr Pro Ser lie His Tyr Ala Leu Gly Ser Ala Ala 
355 360 365 



Ser Asn Pro Ala Tyr Asn Asp Ala Phe His His His Phe Gin Gly Tyr 
370 375 380 



Gly Val Gly Gly Arg Met Val Gly Gly lie Leu Lys Ser Leu Glu Asp 
385 390 395 400 



Pro Val Leu Ser Lys Trp lie Val lie Ala Leu Ala Leu Ser Val Ala 
405 410 415 



Leu Asn Gly Tyr Leu Phe Asn Val Ala Arg Trp Gly lie Lys Asp Pro 
420 425 " 430 



Asn Val Pro Glu His Asn lie Asp Arg Asn Glu Leu Ala Arg Ala Arg 
435 440 445 



Glu Phe Asn Asp Thr Gly Ser Ala Thr Leu Pro Leu Gly Glu Tyr Val 
450 455 460 



Pro Pro Thr Pro Met Arg Thr Gin Pro Ser Thr Pro Ala lie Thr Asp 
465 470 475 480 



Asp Glu Ala Glu Gly Leu His Met Thr Lys Ala Arg Pro Ala Asn Leu 
485 490 495 
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Pro Asn Arg Ser Asn Glu Glu Leu Glu Lys Leu Leu Ser Glu Asn Ala 
500 505 510 



Leu Arg Glu Met Thr Asp Glu Glu Val lie Ser Leu Ser Met Arg Gly 
515 520 525 



Lys lie Pro Gly Tyr Ala Leu Glu Lys Thr Leu Gly Asp Phe Thr Arg 
530 535 54 0 



Ala Val Lys lie Arg Arg Ser lie lie Ala Arg Asn Lys Ala Ala Ala 
545 550 555 560 



Asp lie Thr His Ser Leu Asp Arg Ser Lys Leu Pro Tyr Glu Asn Tyr 
565 570 575 



Asn Trp Glu Arg Phe Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr 
580 585 " 590 



Met Pro Leu Pro Val Gly Val Ala Gly Pro Leu Val lie Asp Gly Gin 
595 600 605 



Ser Tyr Phe lie Pro Met Ala Thr Thr Glu Gly Val Leu Val Ala Ser 
610 615 620 



Ala Ser Arg Gly Cys Lys Ala lie Asn Ser Gly Gly Gly Ala lie Thr 
625 " ^ 630 635 640 



Val Leu Thr Ala Asp Gly Met Thr Arg Gly Pro Cys Val Ala Phe Glu 
645 650 655 



Thr Leu Glu Arg Ala Gly Ala Ala Lys Leu Trp Leu Asp Ser Glu Ala 
660 ' 665 670 



Gly Gin Asp Met Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala 
675 680 685 



Arg Leu Gin Ser Met Lys Thr Ala Leu Ala Gly Thr Asn Leu Tyr lie 
690 695 700 



Arg Phe Lys Thr Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser 
705 " 710 715 720 



Lys Gly Val Glu His Ala Leu Ser Val Met Ala Asn Asp Gly Gly Phe 
725 730 735 



Asp Asp Met Gin lie lie Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys 
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740 



745 



750 



Lys Ala Ala Ala Leu Asn Trp lie Asp Gly Arg Gly Lys Gly Val Val 
755 760 765 



Ala Glu Ala lie He Pro Gly Glu Val Val Arg Ser Val Leu Lys Ser 
770 775 780 



Asp Val Asp Ser Leu Val Glu Leu Asn Val Ala Lys Asn Leu He Gly 
785 790 795 800 



Ser Ala Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn 
805 810 815 



He Val Ala Ala He Phe Leu Ala Thr Gly Gin Asp Pro Ala Gin Val 
820 825 830 



Val Glu Ser Ala Asn Cys He Thr He Met Lys Asn Leu Asn Gly Ala 
835 840 845 



Leu Gin He Ser Val Ser Met Pro Ser Leu Glu Val Gly Thr Leu Gly 
850 855 860 



Gly Gly Thr He Leu Glu Pro Gin Gly Ala Met Leu Asp He Leu Gly 
865 870 875 880 



Val Arg Gly Ser His Pro Thr Asn Pro Gly Asp Asn Ala Arg Arg Leu 
885 890 895 



Ala Arg He He Gly Ala Ala Val Leu Ala Gly Glu Leu Ser Leu Cys 
900 905 910 



Ser Ala Leu Ala Ala Gly His Leu Val Arg Ala His Met Gin His Asn 
915 920 925 



Arg Ser Ala Ala Pro Ser Arg Ser Thr Thr Pro Gly Ser Ser His Asp 
930 935 940 



Ala Arg Leu Thr Gly His Asp Gin Cys Pro Arg Ala Leu Ser Val Asn 
945 950 955 960 



Asn Val Asp Glu Arg Arg Arg Tyr Ser Glu Val Lys Ala He Asp Glu 
965 970 975 



<210> 208 
<211> 244 
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<212> PRT 

<213> Rattus norvegicus 
<220> 

<221> MISC_FEATURE 

<222> (1)..(244) 

<223> x equals unknown 



<400> 208 



Pro lie Arg Ser Pro Lys Arg Gly Thr Ser Met Gly Met Asn Met lie 
15 10 15 



Ser Lys Gly Thr Glu Lys Ala Leu Leu Lys Leu Gin Glu Phe Phe Pro 
20 25 30 



Glu Leu Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys 
35 40 45 



Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys Thr Val Val Cys 
50 55 60 



Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val Leu Lys Ser Thr 
65 70 75 80 



Thr Glu Ala Met Val Asp Val Asn lie Asn Lys Asn Leu Val Gly Ser 
85 90 ^ 95 



Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His Ala Ala Asn lie 
100 105 110 



Val Thr Ala lie Tyr lie Ala Cys Ala Gin Asp Ala Ala Gin Asn Val 
115 120 125 



Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly Pro Xaa Xaa 
130 135 140 



Glu Asp Leu Xaa Xaa Ser Xaa Xaa Met Pro Ser lie Glu lie Gly Thr 
145 150 155 160 



Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys Leu Gin Met 
165 170 175 



Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu Asn Ala Arg 
180 185 190 



Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly Glu Leu Ser 
195 200 205 
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Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser His Met Val 
210 215 220 



His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly Thr Cys Thr 
225 " 230 235 240 



Lys Lys Ala Ala 



<210> 209 

<211> 592 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 209 



Met Asp Leu Arg Arg Arg Pro Pro Lys Pro Pro Val Thr Asn Asn Asn 
1 5 10 15 



Asn Ser Asn Gly Ser Phe Arg Ser Tyr Gin Pro Arg Thr Ser Asp Asp 
20 25 30 



Asp His Arg Arg Arg Ala Thr Thr lie Ala Pro Pro Pro Lys Ala Ser 
35 40 45 



Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr 
50 55 60 



Leu Phe Phe Ser Val Ala Tyr Tyr Leu Leu His Arg Trp Arg Asp Lys 
65 70 75 80 



lie Arg Tyr Asn Thr Pro Leu His Val Val Thr lie Thr Glu Leu Gly 
85 90 95 



Ala lie lie Ala Leu lie Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe 
100 105 110 



Gly lie Asp Phe Val Gin Ser Phe lie Ser Arg Ala Ser Gly Asp Ala 
115 120 125 



Trp Asp Leu Ala Asp Thr lie Asp Asp Asp Asp His Arg Leu Val Thr 
130 135 140 



Cys Ser Pro Pro Thr Pro lie Val Ser Val Ala Lys Leu Pro Asn Pro 
145 150 155 160 
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Glu Pro lie Val Thr Glu Sex Leu Pro Glu Glu Asp Glu Glu lie Val 
165 170 175 



Lys Ser Val lie Asp Gly Val lie Pro Ser Tyr Ser Leu Glu Ser Arg 
180 185 190 



Leu Gly Asp Cys Lys Arg Ala Ala Ser lie Arg Arg Glu Ala Leu Gin 
195 200 205 



Arg Val Thr Gly Arg Ser lie Glu Gly Leu Pro Leu Asp Gly Phe Asp 
210 215 220 



Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr lie 
225 230 235 240 



Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly Tyr Glu 
245 250 255 



Tyr Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr 
260 265 270 



Asn Arg Gly Cys Lys Ala Met Phe lie Ser Gly Gly Ala Thr Ser Thr 
275 280 285 



Val Leu Lys Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Ala Ser 
290 295 300 



Ala Arg Arg Ala Ser Glu Leu Lys Phe Phe Leu Glu Asn Pro Glu Asn 
305 310 315 320 



Phe Asp Thr Leu Ala Val Val Phe Asn Arg Ser Ser Arg Phe Ala Arg 
325 330 335 



Leu Gin Ser Val Lys Cys Thr lie Ala Gly Lys Asn Ala Tyr Val Arg 
340 345 350 



Phe Cys Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys 
355 ** 360 365 



Gly Val Gin Asn Val Leu Glu Tyr Leu Thr Asp Asp Phe Pro Asp Met 
370 375 380 



Asp Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala 
385 390 395 400 



Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala 
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405 410 415 



Val lie Arg Gly Glu lie Val Asn Lys Val Leu Lys Thr Ser Val Ala 
420 425 430 



Ala Leu Val Glu Leu Asn Met Leu Lys Asn Leu Ala Gly Ser Ala Val 
435 440 445 



Ala Gly Ser Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser 
450 455 460 



Ala Val Phe lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser 
465 470 475 480 



Ser Gin Cys lie Thr Met Met Glu Ala lie Asn Asp Gly Lys Asp lie 
485 490 495 



His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly 
500 505 510 



Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val 
515 520 525 



Lys Gly Ala Ser Thr Glu Ser Pro Gly Met Asn Ala Arg Arg Leu Ala 
530 535 540 



Thr lie Val Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ser 
545 550 555 560 



Ala lie Ala Ala Gly Gin Leu Val Arg Ser His Met Lys Tyr Asn Arg 
565 570 575 



Ser Ser Arg Asp lie Ser Gly Ala Thr Thr Thr Thr Thr Thr Thr Thr 

585 590 





580 


<210> 


210 


<211> 


4 62 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


Non_Ter 


<220> 




<221> 


NON TER 


<222> 


(1) . . (462) 


<223> 


Non Ter 
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<400> 210 



Met Val Leu Val Thr Gin Glu Pro Glu lie Glu Leu Pro Arg Glu Pro 
15 10 15 



Arg Pro Asn Glu Glu Cys Leu Gin lie Leu Gly Asn Ala Glu Lys Gly 
20 * 25 30 



Ala Lys Phe Leu Ser Asp Ala Glu lie lie Gin Leu Val Asn Ala Lys 
35 40 45 



His lie Pro Ala Tyr Lys Leu Glu Thr Leu Met Glu Thr His Glu Arg 
50 55 60 



Gly Val Ser lie Arg Arg Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro 
65 70 75 80 



Ser Ser Leu Gin Tyr Leu Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val 
85 90 95 



Met Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val 
100 105 110 



Gly Val Ala Gly Pro Leu Cys Leu Asp Glu Lys Glu Phe Gin Val Pro 
115 120 " 125 



Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys 
130 135 140 



Arg Ala lie Gly Leu Gly Gly Gly Ala Ser Ser Arg Val Leu Ala Asp 
145 150 155 160 



Gly Met Thr Arg Gly Pro Val Val Arg Leu Pro Arg Ala Cys Asp Ser 
165 170 175 



Ala Glu Val Lys Ala Trp Leu Glu Thr Ser Glu Gly Phe Ala Val lie 
180 185 190 



Lys Glu Ala Phe Asp Ser Thr Ser Arg Phe Ala Arg Leu Gin Lys Leu 
195 200 205 



His Thr Ser lie Ala Gly Arg Asn Leu Tyr lie Arg Phe Gin Ser Arg 
210 215 220 



Ser Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly Thr Glu Lys 
225 230 235 240 
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Ala Leu Ser Lys Leu His Glu Tyr Phe Pro Glu Met Gin lie Leu Ala 
245 250 255 



Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala lie Asn Trp 
260 265 270 



lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala Val lie Pro Ser 
275 280 285 



Lys Val Val Arg Glu Val Leu Lys Thr Thr Thr Glu Ala Met lie Glu 
290 295 300 



Val Asn lie Asn Lys Asn Leu Val Gly Ser Ala Met Ala Gly Ser lie 
305 310 315 " 320 



Gly Gly Tyr Asn Ala His Ala Ala Asn lie Val Thr Ala lie Tyr lie 
325 330 335 



Ala Cys Gly Gin Asp Ala Ala Gin Asn Val Gly Ser Ser Asn Cys lie 
340 345 350 



Thr Leu Met Glu Ala Ser Gly Pro Thr Asn Glu Asp Leu Tyr lie Ser 
355 ' 360 ' 365 



Cys Thr Met Pro Ser lie Glu lie Gly Thr Val Gly Gly Gly Thr Asn 
370 375 380 



Leu Leu Pro Gin Gin Ala Cys Leu Gin Met Leu Gly Val Gin Gly Ala 
385 390 395 400 



Cys Lys Asp Asn Pro Gly Glu Asn Ala Arg Gin Leu Ala Arg lie Val 
405 410 415 



Cys Gly Thr Val Met Ala Gly Glu Leu Ser Leu Met Ala Ala Leu Ala 
420 425 430 



Ala Gly His Leu Val Lys Ser His Met lie His Asn Arg Ser Lys lie 
435 440 445 



Asn Leu Gin Asp Leu Gin Gly Ala Cys Thr Lys Lys Thr Ala 
450 455 460 



<210> 211 

<211> 115 

<212> PRT 

<213> Artificial Sequence 
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<220> 

<223> NONJTER 
<220> 

<221> NON_TER 

<222> (1)..(115) 
<223> 



<400> 211 



Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly Pro Thr Asn Glu 
15 10 15 



Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu lie Gly Thr Val 
20 25 30 



Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys Leu Gin Met Leu 
35 40 45 



Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu Asn Ala Arg Gin 
50 55 60 



Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly Glu Leu Ser Leu 
65 70 75 80 



Met Ala Ala Leu Ala Ala Gly His Leu Val Lys Ser His Met lie His 
85 90 95 



Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly Ala Cys Thr Lys 
100 105 110 



Lys Thr Ala 
115 



<210> 


212 


<211> 


102 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


N0N_TER 


<220> 




<221> 


NON TER 


<222> 


(1) . • (102) 


<223> 


NON_TER 


<400> 


212 



Leu His Glu Tyr Phe Pro Glu Met Gin He Leu Ala Val Ser Gly Asn 
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1 



5 



10 



15 



Tyr Cys Thr Asp Lys Lys Pro Ala Ala He Asn Trp He Glu Gly Arg 
20 " 25 30 



Gly Lys Ser Val Val Cys Glu Ala Val lie Pro Ser Lys Val Val Arg 
35 40 45 



Glu Val Leu Lys Thr Thr Thr Glu Ala Met He Glu Val Asn He Asn 
50 55 60 



Lys Asn Leu Val Gly Ser Ala Met Ala Gly Ser He Gly Gly Tyr Asn 
65 " 70 75 80 



Ala His Ala Ala Asn He Val Thr Ala He Tyr lie Ala Cys Gly Gin 
85 90 95 



Asp Ala Ala Gin Asn Val 







100 


<210> 


213 




<211> 


119 




<212> 


PRT 




<213> 


Artificial 


<220> 






<223> 


NON 


JTER 


<220> 






<221> 


NON 


TER 


<222> 


(1)' 


. • (119) 


<223> 


NON 


TER 



<400> 213 

Phe Gin Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr 
15 10 15 



Asn Arg Gly Cys Arg Ala He Gly Leu Gly Gly Gly Ala Ser Ser Arg 
20 25 30 



Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val Val Arg Leu Pro Arg 
35 40 45 



Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu Glu Thr Ser Glu Gly 
50 55 60 



Phe Ala Val He Lys Glu Ala Phe Asp Ser Thr Ser Arg Phe Ala Arg 
65 70 75 80 
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Leu Gin Lys Leu His Thr Ser lie Ala Gly Arg Asn Leu Tyr lie Arg 
85 90 " 95 



Phe Gin Ser Arg Ser Gly Asp Ala Met Gly Met Asn Met lie Ser Lys 
100 105 110 



Gly Thr Glu Lys Ala Leu Ser 
115 



<210> 


214 


<211> 


123 


<212> 


PRT 


<213> 


Artificial 


<220> 




<223> 


NONJTER 


<220> 




<221> 


NON TER 


<222> 


(1) • - (123) 


<223> 


NONJTER 


<400> 


214 



Met Val Leu Val Thr Gin Glu Pro Glu lie Glu Leu Pro Arg Glu Pro 
15 10 15 



Arg Pro Asn Glu Glu Cys Leu Gin lie Leu Gly Asn Ala Glu Lys Gly 
20 25 30 



Ala Lys Phe Leu Ser Asp Ala Glu lie lie Gin Leu Val Asn Ala Lys 
35 40 45 



His lie Pro Ala Tyr Lys Leu Glu Thr Leu Met Glu Thr His Glu Arg 
50 55 60 



Gly Val Ser lie Arg Arg Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro 
65 70 75 80 



Ser Ser Leu Gin Tyr Leu Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val 
85 90 95 



Met Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val 
100 " 105 110 



Gly Val Ala Gly Pro Leu Cys Leu Asp Glu Lys 
115 120 
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<210> 215 
<211> 562 
<212> PRT 

<213> Arabidopsis thaliana 
<400> 215 

Met Glu Asp Leu Arg Arg Arg Phe Pro Thr Lys Lys Asn Gly Glu Glu 
15 10 15 



lie Ser Asn Val Ala Val Asp Pro Pro Leu Arg Lys Ala Ser Asp Ala 
2 0 25 30 



Leu Pro Leu Pro Leu Tyr Leu Thr Asn Thr Phe Phe Leu Ser Leu Phe 
35 ** 40 45 



Phe Ala Thr Val Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys lie Arg 
50 55 60 



Asn Ser Thr Pro Leu His Val Val Asp Leu Ser Glu lie Cys Ala Leu 
65 70 75 ~ 80 



lie Gly Phe Val Ala Ser Phe lie Tyr Leu Leu Gly Phe Cys Gly lie 
85 90 95 



Asp Leu lie Phe Arg Ser Ser Ser Asp Asp Asp Val Trp Val Asn Asp 
100 105 110 



Gly Met lie Pro Cys Asn Gin Ser Leu Asp Cys Arg Glu Val Leu Pro 
115 120 125 



lie Lys Pro Asn Ser Val Asp Pro Pro Arg Glu Ser Glu Leu Asp Ser 
130 135 140 



Val Glu Asp Glu Glu lie Val Lys Leu Val lie Asp Gly Thr lie Pro 
145 150 155 160 



Ser Tyr Ser Leu Glu Thr Lys Leu Gly Asp Cys Lys Arg Ala Ala Ala 
165 170 175 



lie Arg Arg Glu Ala Val Gin Arg lie Thr Gly Lys Ser Leu Thr Gly 
180 185 190 



Leu Pro Leu Glu Gly Phe Asp Tyr Asn Ser lie Leu Gly Gin Cys Cys 
195 200 205 



Glu Met Pro Val Gly Tyr Val Gin lie Pro Val Gly lie Ala Gly Pro 
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210 215 220 



Leu Leu Leu Asp Gly Val Glu Tyr Ser Val Pro Met Ala Thr Thr Glu 
225 230 235 240 



Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Phe Lys Ala lie His Leu 
245 250 255 



Ser Gly Gly Ala Phe Ser Val Leu Val Lys Asp Ala Met Thr Arg Ala 
260 265 270 



Pro Val Val Arg Phe Pro Ser Ala Arg Arg Ala Ala Leu Val Met Phe 
275 280 285 



Tyr Leu Gin Asp Pro Ser Asn Phe Glu Arg Leu Ser Leu lie Phe Asn 
290 295 300 



Lys Ser Ser Arg Phe Ala Arg Leu Gin Ser lie Thr Cys Thr lie Ala 
305 310 315 320 



Gly Arg Asn Leu Tyr Pro Arg Phe Ala Cys Ser Thr Gly Asp Ala Met 
325 330 335 



Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Asp Phe Val 
340 345 350 



Lys Ser Glu Phe Pro Asp Met Asp Val lie Gly lie Ser Gly Asn Tyr 
355 360 365 



Cys Ser Asp Lys Lys Ala Ser Ala Val Asn Trp lie Glu Gly Arg Gly 
370 375 380 



Lys His Val Val Cys Glu Ala Phe lie Lys Ala Glu lie Val Glu Lys 
385 390 395 400 



Val Leu Lys Thr Ser Val Glu Ala Leu Val Glu Leu Asn Thr Leu Lys 
405 410 415 



Asn Leu Val Gly Ser Ala Met Ala Gly Ser Leu Gly Gly Phe Asn Ala 
420 425 430 



His Ser Ser Asn lie Val Ser Ala Val Phe He Ala Thr Gly Gin Asp 
435 440 445 



Pro Ala Gin Asn Val Glu Ser Ser His Cys Met Thr Met He Leu Pro 
450 455 460 
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Asp Gly Asp Asp Leu His lie Ser Val Ser Met Pro Cys lie Glu Val 
465 470 475 480 



Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ala Ala Cys Leu 
485 490 495 



Asn Leu Leu Gly Val Lys Gly Ser Asn Asn Glu Lys Pro Gly Ser Asn 
500 505 "* 510 



Ala Gin Gin Leu Ala Arg lie Val Ala Gly Ser Val Leu Ala Gly Glu 
515 520 525 



Leu Ser Leu Met Ser Ala lie Ala Ala Gly Gin Leu Val Lys Ser His 
530 535 540 



Met Lys Tyr Asn Arg Ser Ser Arg Asp lie Gly Pro Ser Ser Gin Val 
545 550 555 560 



Asn Arg 



<210> 216 

<211> 224 

<212> PRT 

<213> Mus musculus 

<400> 216 

Glu Lys Ala Leu Leu Lys Leu Gin Glu Phe Phe Pro Asp Met Gin lie 
15 10 15 



Leu Ala Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala lie 
20 ~ 25 30 



Asn Trp lie Glu Gly Arg Gly Lys Thr Val Val Cys Glu Ala Val lie 
35 40 45 



Pro Ala Lys Val Val Arg Glu Val Leu Lys Thr Thr Thr Glu Ala Met 
50 55 60 



Val Asp Val Asn lie Asn Lys Asn Leu Val Gly Ser Ala Met Ala Gly 
65 70 75 80 



Ser lie Gly Gly Tyr Asn Ala His Ala Ala Asn lie Val Thr Ala lie 
85 90 95 



25156216 



-318- 



Tyr lie Ala Cys Gly Gin Asp Ala Ala Gin Asn Val Gly Ser Ser Asn 
100 105 110 



Cys lie Thr Leu Met Glu Ala Ser Gly Pro Thr Asn Glu Asp Leu Tyr 
115 120 125 



lie Ser Cys Thr Met Pro Ser lie Glu lie Gly Thr Val Gly Gly Gly 
130 135 140 



Thr Asn Leu Leu Pro Gin Gin Ala Cys Leu Gin Met Leu Gly Val Gin 
145 150 155 160 



Gly Ala Cys Lys Asp Asn Pro Gly Glu Asn Ala Arg Gin Leu Ala Arg 
165 170 175 



lie Val Cys Gly Thr Val Met Ala Gly Glu Leu Ser Leu Met Ala Ala 
180 185 190 



Leu Ala Ala Gly His Leu Val Arg Ser His Met Val His Asn Arg Ser 
195 200 205 



Lys lie Asn Leu Gin Asp Leu Gin Gly Thr Cys Thr Lys Lys Ala Ala 
210 215 220 



<210> 217 
<211> 887 
<212> PRT 

<213> Mesocricetus auratus 
<400> 217 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



25156216 



-319- 



Leu Phe Thr He Phe Ser Ser Phe Val Phe Ser Thr Val Val He His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu He Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn He Ala Arg Gly 
145 150 155 160 



Met Ala He Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val He Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu He 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro He Trp Gin Leu Ser His Phe Ala Arg 
225 " 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met He Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp He Ala Asp Pro Ser Pro Gin Asn Ser Thr Thr Glu His Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asp Val Ser Lys Arg He Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met He Ser Met Asp He 
305 310 315 320 



Glu Gin Val Val Thr Leu Ser Leu Ala Phe Leu Leu Ala Val Lys Tyr 
325 330 335 
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lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Ala Thr Pro Lys Lys Ala Pro Asp Asn Cys 
355 360 " 365 



Cys Arg Arg Glu Pro Val Leu Ser Arg Arg Asn Glu Lys Leu Ser Ser 
370 375 380 



Val Glu Glu Glu Pro Gly Val Asn Gin Asp Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Glu Ser Thr Ser Arg Ala Thr Phe Val 
405 410 415 



Leu Gly Ala Ser Gly Gly Cys Ser Pro Val Ala Leu Gly Thr Gin Glu 
420 425 430 



Pro Glu lie Glu Leu Pro Ser Glu Pro Arg Pro Asn Glu Glu Cys Leu 
435 440 445 



Gin lie Leu Glu Ser Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp Ala 
450 455 460 



Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys Leu 
465 470 475 ~ ~ 480 



Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg Gin 
485 490 495 



Leu Leu Ser Thr Lys Leu Pro Glu Pro Ser Ser Leu Gin Tyr Leu Pro 
500 505 510 



Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu Asn 
515 520 525 



Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu Cys 
530 535 540 



Leu Asp Gly Lys Glu Tyr Gin Val Pro Met Ala Thr Thr Glu Gly Cys 
545 550 555 560 



Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly Gly 
565 57 0 575 



25156216 



-321- 



Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val 
580 585 590 



Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu 
595 600 605 



Glu Thr Pro Glu Gly Phe Ala Val lie Lys Asp Ala Phe Asp Ser Thr 
610 615 620 



Ser Arg Phe Ala Arg Leu Gin Lys Leu His Val Thr Met Ala Gly Arg 
625 630 635 640 



Asn Leu Tyr lie Arg Phe Gin Ser Lys Thr Gly Asp Ala Met Gly Met 
645 650 655 



Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Val Lys Leu Gin Glu 
660 665 670 



Phe Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr 
675 680 685 



Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys Thr 
690 695 700 



Val Val Cys Glu Ala Val lie Pro Ala Arg Val Val Arg Glu Val Leu 
705 710 715 720 



Lys Thr Thr Thr Glu Ala Met lie Asp Val Asn lie Asn Lys Asn Leu 
725 730 735 



Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His Ala 
740 745 750 



Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala Ala 
755 760 765 



Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly 
770 775 780 



Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu 
785 790 795 800 



lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys 
805 810 815 



Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu 
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820 



825 



830 



Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly 
835 840 845 



Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser 
850 855 860 



His Met Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly 
865 870 875 880 



Thr Cys Thr Lys Lys Ala Ala 
885 



<210> 218 
<211> 1045 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 218 

Met Ser Leu Pro Leu Lys Thr lie Val His Leu Val Lys Pro Phe Ala 
15 10 15 



Cys Thr Ala Arg Phe Ser Ala Arg Tyr Pro lie His Val lie Val Val 
20 25 30 



Ala Val Leu Leu Ser Ala Ala Ala Tyr Leu Ser Val Thr Gin Ser Tyr 
35 40 45 



Leu Asn Glu Trp Lys Leu Asp Ser Asn Gin Tyr Ser Thr Tyr Leu Ser 
50 55 60 



lie Lys Pro Asp Glu Leu Phe Glu Lys Cys Thr His Tyr Tyr Arg Ser 
65 70 75 80 



Pro Val Ser Asp Thr Trp Lys Leu Leu Ser Ser Lys Glu Ala Ala Asp 
85 90 95 



lie Tyr Thr Pro Phe His Tyr Tyr Leu Ser Thr lie Ser Phe Gin Ser 
100 105 110 



Lys Asp Asn Ser Thr Thr Leu Pro Ser Leu Asp Asp Val lie Tyr Ser 
115 120 125 



Val Asp His Thr Arg Tyr Leu Leu Ser Glu Glu Pro Lys lie Pro Thr 
130 135 140 
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Glu Leu Val Ser Glu Asn Gly Thr Lys Trp Arg Leu Arg Asn Asn Ser 
145 150 155 160 



Asn Phe lie Leu Asp Leu His Asn lie Tyr Arg Asn Met Val Lys Gin 
165 170 175 



Phe Ser Asn Lys Thr Ser Glu Phe Asp Gin Phe Asp Leu Phe lie lie 
180 185 190 



Leu Ala Ala Tyr Leu Thr Leu Phe Tyr Thr Leu Cys Cys Leu Phe Asn 
195 200 205 



Asp Met Arg Lys lie Gly Ser Lys Phe Trp Leu Ser Phe Ser Ala Leu 
210 215 220 



Ser Asn Ser Ala Cys Ala Leu Tyr Leu Ser Leu Tyr Thr Thr His Ser 
225 230 235 240 



Leu Leu Lys Lys Pro Ala Ser Leu Leu Ser* Leu Val lie Gly Leu Pro 
245 250 255 



Phe lie Val Val lie He Gly Phe Lys His Lys Val Arg Leu Ala Ala 
260 265 270 



Phe Ser Leu Gin Lys Phe His Arg He Ser He Asp Lys Lys He Thr 
275 280 285 



Val Ser Asn He He Tyr Glu Ala Met Phe Gin Glu Gly Ala Tyr Leu 
290 295 300 



He Arg Asp Tyr Leu Phe Tyr He Ser Ser Phe He Gly Cys Ala He 
305 310 315 320 



Tyr Ala Arg His Leu Pro Gly Leu Val Asn Phe Cys He Leu Ser Thr 
325 330 335 



Phe Met Leu Val Phe Asp Leu Leu Leu Ser Ala Thr Phe Tyr Ser Ala 
340 345 350 



He Leu Ser Met Lys Leu Glu He Asn He He His Arg Ser Thr Val 
355 360 365 



He Arg Gin Thr Leu Glu Glu Asp Gly Val Val Pro Thr Thr Ala Asp 
370 375 380 
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lie lie Tyr Lys Asp Glu Thr Ala Ser Glu Pro His Phe Leu Arg Ser 
385 390 395 400 



Asn Val Ala lie lie Leu Gly Lys Ala Ser Val lie Gly Leu Leu Leu 
405 410 415 



Leu lie Asn Leu Tyr Val Phe Thr Asp Lys Leu Asn Ala Thr lie Leu 
420 425 430 



Asn Thr Val Tyr Phe Asp Ser Thr lie Tyr Ser Leu Pro Asn Phe lie 
435 440 445 



Asn Tyr Lys Asp lie Gly Asn Leu Ser Asn Gin Val lie lie Ser Val 
450 455 460 



Leu Pro Lys Gin Tyr Tyr Thr Pro Leu Lys Lys Tyr His Gin lie Glu 
465 470 475 480 



Asp Ser Val Leu Leu lie lie Asp Ser Val Ser Asn Ala lie Arg Asp 
4 85 4 90 4 95 



Gin Phe lie Ser Lys Leu Leu Phe Phe Ala Phe Ala Val Ser lie Ser 
500 505 510 



lie Asn Val Tyr Leu Leu Asn Ala Ala Lys lie His Thr Gly Tyr Met 
515 520 525 



Asn Phe Gin Pro Gin Ser Asn Lys lie Asp Asp Leu Val Val Gin Gin 
530 535 540 



Lys Ser Ala Thr lie Glu Phe Ser Glu Thr Arg Ser Met Pro Ala Ser 
545 550 555 560 



Ser Gly Leu Glu Thr Pro Val Thr Ala Lys Asp lie lie lie Ser Glu 
565 570 ~ 575 



Glu lie Gin Asn Asn Glu Cys Val Tyr Ala Leu Ser Ser Gin Asp Glu 
580 " 585 590 



Pro lie Arg Pro Leu Ser Asn Leu Val Glu Leu Met Glu Lys Glu Gin 
595 600 605 



Leu Lys Asn Met Asn Asn Thr Glu Val Ser Asn Leu Val Val Asn Gly 
610 615 620 



Lys Leu Pro Leu Tyr Ser Leu Glu Lys Lys Leu Glu Asp Thr Thr Arg 
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62 5 



630 



635 



640 



Ala Val Leu Val Arg Arg Lys Ala Leu Ser Thr Leu Ala Glu Ser Pro 
645 650 655 



lie Leu Val Ser Glu Lys Leu Pro Phe Arg Asn Tyr Asp Tyr Asp Arg 
660 665 ~ 670 



Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro 
675 680 685 



Val Gly Val lie Gly Pro Leu lie lie Asp Gly Thr Ser Tyr His lie 
690 695 700 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Ala Met Arg Gly 
705 710 715 720 



Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Thr Thr Val Leu Thr Lys 
725 730 735 



Asp Gly Met Thr Arg Gly Pro Val Val Arg Phe Pro Thr Leu lie Arg 
740 745 750 



Ser Gly Ala Cys Lys lie Trp Leu Asp Ser Glu Glu Gly Gin Asn Ser 
755 760 765 



lie Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu Gin His 
770 "* 775 ~ 780 



lie Gin Thr Cys Leu Ala Gly Asp Leu Leu Phe Met Arg Phe Arg Thr 
785 " 790 ^ 795 800 



Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly Val Glu 
805 810 815 



Tyr Ser Leu Lys Gin Met Val Glu Glu Tyr Gly Trp Glu Asp Met Glu 
820 825 830 



Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala 
835 840 845 



lie Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Ala Glu Ala Thr 
850 855 860 



lie Pro Gly Asp Val Val Lys Ser Val Leu Lys Ser Asp Val Ser Ala 
865 ~ 870 875 880 
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Leu Val Glu Leu Asn lie Ser Lys Asn Leu Val Gly Ser Ala Met Ala 
885 890 895 



Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn Leu Val Thr Ala 
900 905 910 



Leu Phe Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser 
915 920 925 



Asn Cys lie Thr Leu Met Lys Glu Val Asp Gly Asp Leu Arg lie Ser 
930 935 940 



Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly Thr Val 
945 950 955 960 



Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg Gly Pro 
965 970 975 



His Pro Thr Glu Pro Gly Ala Asn Ala Arg Gin Leu Ala Arg lie lie 
980 985 990 



Ala Cys Ala Val Leu Ala Gly Glu Leu Ser Leu Cys Ser Ala Leu Ala 
995 1000 ~ 1005 



Ala Gly His Leu Val Gin Ser His Met Thr His Asn Arg Lys Thr 
1010 1015 1020 



Asn Lys Ala Asn Glu Leu Pro Gin Pro Ser Asn Lys Gly Pro Pro 
1025 1030 1035 



Cys Lys Thr Ser Ala Leu Leu 
1040 1045 



<210> 219 

<211> 592 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 219 

Met Asp Leu Arg Arg Arg Pro Pro Lys Pro Pro Val Thr Asn Asn Asn 
1 5 10 15 



Asn Ser Asn Gly Ser Phe Arg Ser Tyr Gin Pro Arg Thr Ser Asp Asp 
20 25 30 
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Asp His Arg Arg Arg Ala Thr Thr lie Ala Pro Pro Pro Lys Ala Ser 
35 40 45 



Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr 
50 55 60 



Leu Phe Phe Ser Val Ala Tyr Tyr Leu Leu His Arg Trp Arg Asp Lys 
65 70 75 80 



lie Arg Tyr Asn Thr Pro Leu His Val Val Thr lie Thr Glu Leu Gly 
85 90 95 



Ala lie lie Ala Leu lie Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe 
100 105 110 



Gly lie Asp Phe Val Gin Ser Phe lie Ser Arg Ala Ser Gly Asp Ala 
115 120 125 



Trp Asp Leu Ala Asp Thr lie Asp Asp Asp Asp His Arg Leu Val Thr 
130 135 " 140 



Cys Ser Pro Pro Thr Pro lie Val Ser Val Ala Lys Leu Pro Asn Pro 
145 150 155 160 



Glu Pro lie Val Thr Glu Ser Leu Pro Glu Glu Asp Glu Glu lie Val 
165 170 175 



Lys Ser Val lie Asp Gly Val lie Pro Ser Tyr Ser Leu Glu Ser Arg 
180 185 190 



Leu Gly Asp Cys Lys Arg Ala Ala Ser lie Arg Arg Glu Ala Leu Gin 
195 200 205 



Arg Val Thr Gly Arg Ser lie Glu Gly Leu Pro Leu Asp Gly Phe Asp 
210 215 220 



Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr lie 
225 230 235 240 



Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly Tyr Glu 
245 250 255 



Tyr Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr 
260 265 270 



Asn Arg Gly Cys Lys Ala Met Phe lie Ser Gly Gly Ala Thr Ser Thr 
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275 



280 



285 



Val Leu Lys Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Ala Ser 
290 295 300 



Ala Arg Arg Ala Ser Glu Leu Lys Phe Phe Leu Glu Asn Pro Glu Asn 
305 310 315 320 



Phe Asp Thr Leu Ala Val Val Phe Asn Arg Ser Ser Arg Phe Ala Arg 
325 330 335 



Leu Gin Ser Val Lys Cys Thr lie Ala Gly Lys Asn Ala Tyr Val Arg 
340 345 350 



Phe Cys Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys 
355 360 365 



Gly Val Gin Asn Val Leu Glu Tyr Leu Thr Asp Asp Phe Pro Asp Met 
370 375 380 



Asp Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala 
385 390 395 ~ ^ 400 



Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala 
405 410 415 



Val lie Arg Gly Glu lie Val Asn Lys Val Leu Lys Thr Ser Val Ala 
420 425 430 



Ala Leu Val Glu Leu Asn Met Leu Lys Asn Leu Ala Gly Ser Ala Val 
435 440 445 



Ala Gly Ser Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser 
450 ' ~ 455 460 



Ala Val Phe lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser 
465 470 475 480 



Ser Gin Cys lie Thr Met Met Glu Ala lie Asn Asp Gly Lys Asp lie 
485 490 495 



His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly 
500 505 510 



Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val 
515 520 525 
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Lys Gly Ala Ser Thr Glu Ser Pro Gly Met Asn Ala Arg Arg Leu Ala 
530 535 540 



Thr lie Val Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ser 
545 550 555 560 



Ala lie Ala Ala Gly Gin Leu Val Arg Ser His Met Lys Tyr Asn Arg 
565 570 575 



Ser Ser Arg Asp lie Ser Gly Ala Thr Thr Thr Thr Thr Thr Thr Thr 
580 585 590 



<210> 220 
<211> 932 
<212> PRT 

<213> Strongylocentrotus purpuratus 
<400> 220 

Met Leu Ser Arg Leu Phe Leu Ala Gin Gly Arg Phe Cys Ser Ser His 
15 10 15 



Pro Trp Glu Val lie Val Cys Thr Leu Thr Leu Thr lie Cys Met Leu 
20 25 30 



Ser Met Asn Tyr Phe Thr Gly Leu Pro Arg lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Ala Pro Gin Val Lys Glu Ser Ser Leu Ser Ser Asp Val Leu 
50 55 60 



Val Met Cys lie Met Arg Thr Leu Ala Val Ala Tyr Leu Tyr Leu Gin 
65 70 75 80 



Phe Thr Lys Leu Arg Thr Thr Gly Ser Lys Tyr lie Leu Gly lie Ala 
85 90 95 



Gly Leu Phe Thr lie Phe Ser Ser Phe Leu Phe Ser Ser Ala Val lie 
100 105 110 



His Leu Phe Gly Leu Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe 
115 120 125 



Phe Leu Leu Leu lie Asp Leu Thr Lys Ala Ser Ala Leu Thr Lys Phe 
130 135 140 
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Ala Leu Ser Ser Thr Thr Gin Asn Glu Val Val Asp Asn lie Ala Arg 
145 150 155 160 



Gly Met Ala lie Leu Gly Pro Thr lie Thr Leu Asp Thr Val Val Thr 
165 170 175 



Thr Leu Val lie Ser lie Gly Thr Met Ser Ser lie Arg Lys Met Glu 
180 185 190 



Val Phe Cys Cys Phe Gly lie Leu Ser Leu lie Ala Asn Tyr Phe Val 
195 ~ 200 205 



Phe Met Thr Phe Phe Pro Ala Cys Leu Ser Leu Val Leu Glu Leu Ser 
210 215 220 



Asn Ser Asn Lys Tyr Gly Arg Pro Val Trp His Leu Gly Arg Phe Ala 
225 230 235 240 



Glu Val Leu Glu Glu Glu Glu Asp Arg Lys Pro Asn Pro Val Val Gin 
245 250 255 



Arg Val Lys Met lie Met Arg Thr Gly Leu Val Leu Val His Ala His 
260 265 270 



Ser Tyr Trp Leu Ala Ser Asn Asp Thr Glu Leu Met Ser Arg Asp Met 
275 280 285 



Leu Tyr Asp Gly Asn Leu Leu Thr Asp Lys Lys lie Asp Pro Thr Met 
290 295 300 



Pro Leu Trp Glu Phe Tyr Ala Thr Arg Leu Trp Pro Pro Thr Leu Asp 
305 310 315 320 



Tyr lie Leu Thr Ala lie Leu Ala Thr Val Leu Ala Ser His Tyr lie 
325 330 335 



Phe Phe Ser Asp Leu Ala Thr Tyr Pro Glu Lys Arg Val Ser lie Met 
340 345 350 



Glu Gly His Glu Val Val Asn Pro Gly Ser Asp His Glu Asp Ala Ser 
355 360 365 



Glu Val Glu Thr lie Gly Thr Leu Ser Ser Ser Pro Ser Thr Ser Asp 
370 375 380 



Val Arg Val He Glu Ser Met Thr Ser Arg Thr Gin Ala Cys Gin Thr 
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385 



390 



395 



400 



Asp Pro Val Thr Ala Ser Pro Arg Asn Ser Arg Ser Ser Ser Pro Val 
405 410 415 



Ser Ser His Ser Val Lys Pro Ala Arg Phe Thr lie Gly Ser Ser Gly 
420 425 430 



Ser Gly Ser Glu Asp Glu Glu Glu Glu Val lie Lys Glu Glu Glu Val 
435 440 445 



Glu Trp Val Leu Glu Thr Glu Leu Lys Ala Pro Arg Pro Met Pro Glu 
450 455 ~ 460 



Leu Leu Glu lie Leu Asn Val Gly Lys Gly Pro Asn Ala Leu Thr Asp 
465 470 475 480 



Asp Glu Val Gin Leu Leu Val Gly Ala Lys His lie Pro Ala Tyr Lys 
485 490 495 



Leu Glu Asn lie Leu Asp Asn Pro Glu Arg Gly Val Ala Val Arg Arg 
500 505 510 



Gin lie lie Ser Lys Leu Leu Pro lie Thr Asp Ala Leu Glu Lys Leu 
515 520 525 



Pro Tyr Ala Ser Tyr Asp Tyr Ser Phe Val Ser Gly Ala Cys Cys Glu 
530 535 540 



Asn Val lie Gly Tyr Met Pro Val Pro Val Gly Val Ala Gly Pro Leu 
545 550 555 560 



Leu Leu Asp Gly Gin Glu Phe Gin Val Pro Met Ala Thr Thr Glu Gly 
565 570 575 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala Leu Arg Ser Ala 
580 585 590 



Gly Gly lie His Ser Val Leu lie Gly Asp Gly Met Thr Arg Gly Pro 
595 600 605 



Leu Val Arg Leu Pro Ser Ala Gin Glu Ala Gly Ala lie Lys Gin Trp 
610 615 620 



Leu Glu Val Pro Glu Asn Phe Ala Ala lie Lys Glu Arg Phe Glu Ser 
625 630 635 " 640 
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Thr Ser Arg Phe Ala Lys Leu Lys Ser lie Gin Thr Ala Leu Ala Gly 
645 650 655 



Arg Tyr Met Phe Leu Arg Phe Lys Ala Leu Thr Gly Asp Ala Met Gly 
660 665 67 0 



Met Asn Met lie Ser Lys Gly Thr Glu Gin Ala Leu His Ala Leu Gin 
675 680 685 



Thr Met Phe Pro Asn lie Glu lie Met Ser Leu Ser Gly Asn Tyr Cys 
690 695 700 



Thr Asp Lys Lys Val Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys 
705 710 715 720 



Ser Val Val Cys Glu Ala Thr Val Pro Ala His lie Val Gin Gin Val 
725 730 735 



Leu Lys Thr Ser Ala Ser Ala Leu Val Asp Leu Asn lie His Lys Asn 
740 745 750 



Leu Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Phe Asn Ala His 
755 760 765 



Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Thr Gly Gin Asp Ala 
770 775 780 



Ala Gin Asn lie Ala Ser Ser Asn Cys Met Thr Leu Met Glu Thr Arg 
785 790 795 800 



Gly Pro Lys Gly Gly Asp Leu Tyr Leu Ser Cys Thr Met Pro Ser lie 
805 810 815 



Glu Leu Gly Thr Val Gly Gly Gly Thr Val Leu Pro Pro Gin Ser Ala 
820 825 830 



Cys Leu Gin Met Met Asp Val Lys Gly Ser Asn lie His Gly Ser Gly 
835 840 845 



Leu Asn Ala Ser Gin Leu Ala Arg lie Val Cys Ala Thr Val Met Ala 
850 855 860 



Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly His Leu Val Lys 
865 870 875 880 
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Ser His Met Lys His Asn Arg Ser Ala Leu Asn lie Ala Ser Pro Leu 
885 890 895 



Pro Ser lie Asp Glu Val Ala Thr His Arg Arg Ser Lys Ser Val Asp 
900 905 910 



Phe Ser Ala Leu Lys Glu Ser Ser Ala Ala Ala Pro Gly Thr Cys Thr 
915 920 925 



Ala Asn Ala Ser 
930 



<210> 221 

<211> 948 

<212> PRT 

<213> Schistosoma mansoni 

<400> 221 

Met Leu Lys lie Leu Asn Thr Val Leu Leu Phe Phe Asp Cys Phe Ser 
1 5 10 15 



Thr Gly Thr Phe Phe Val Leu Leu lie Tyr Leu Phe Thr Arg Leu Arg 
20 25 30 



Thr His Leu Leu His Phe Ser Ser Ser Asn Cys His Leu Asp Val lie 
35 40 45 



lie Tyr Gin Ser Arg Ala Val lie lie Phe Leu Val Val Phe Val Tyr 
50 55 60 



Phe lie Gly Val Leu Thr Cys Lys lie Asn Asp Lys lie Leu Val His 
65 70 75 80 



Thr Met Leu Arg Asn Lys Arg Gin Leu Asn Thr Leu Phe Tyr Thr Leu 
85 90 95 



lie Leu Phe Thr Phe Ala Leu Cys Ser Leu Ser Ser Val Leu Phe Val 
100 105 110 



Pro Tyr Thr Ser Phe Ala lie Phe Leu Leu Ser Thr Ser Val Phe Leu 
115 120 125 



Leu Phe Ser Asp Leu Ser Val Phe Phe lie Val Leu Glu Tyr Tyr Leu 
130 135 140 



Leu Glu lie Glu Leu Val Asn Tyr Glu His Ala Lys Arg His Cys Leu 
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145 



150 



155 



160 



Leu Ser His Leu Phe Ser Asn Gin Leu Phe Val Asp His Met Leu Gly 
165 170 175 



Met Phe Leu Lys Thr Ser Leu Phe Ser lie Ser Thr Thr Ser Lys Tyr 
180 185 190 



Ala Tyr Leu Glu Ser lie Phe Lys Cys Thr Leu Met Glu Gin lie lie 
195 200 205 



Tyr lie Met lie Val Phe Val Phe Leu Pro Ser Phe Met Arg lie Phe 
210 215 220 



Ala Ser Tyr Ala Lys Arg Met Tyr Gly Glu Gin Lys Lys Cys Leu Val 
225 230 235 240 



Ser Asn Lys Gly Val Ser Ser Ser Thr Arg Lys Arg Arg His Ser Tyr 
245 250 255 



Ser Ser Gly His Ser Tyr Val Glu Tyr Arg Arg Met Ser Val His Asn 
260 265 270 



Leu lie Gly Tyr Val Val Asn Pro Asn Cys His Tyr Lys Cys Trp Ser 
275 280 285 



Thr Thr Phe Val lie Phe Val Ser Leu lie lie Leu His Leu Asn Asn 
290 295 300 



Arg Tyr Ser Glu Arg lie Ser Ser Phe Lys His Asn Ser Ser Glu Asn 
305 310 * 315 320 



Glu Val Phe Pro Val Leu Tyr His lie Thr Ala Tyr Glu Val Thr Ser 
325 330 335 



lie Phe His Phe lie Tyr Asn lie Phe His Val lie Asn Ala Asn Leu 
340 345 350 



Val Val Tyr Leu Phe Leu Gly Leu Phe Leu Phe Lys Arg lie Arg Leu 
355 360 365 



Asn Lys Pro lie Asn Ser Gin Leu Arg Asn Leu Asn lie Pro Lys lie 
370 375 380 



Lys Glu Thr Leu lie Ser Asp Gin Val Lys Gin Ser Pro Val Leu Pro 
385 390 395 400 
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Lys Phe Ser Lys Lys Leu Asn Asp lie Pro Leu Gin Ser Arg Lys Arg 
405 410 415 



lie Tyr Cys Leu His Lys Asp Asp Asp Tyr lie Asp Arg Asn Asp Ser 
420 425 430 



Ser Ser Val Ser Thr Phe Ser Asn Thr Cys Lys Asn Ser Asn Glu Arg 
435 440 445 



Pro Ser Asn Val Leu Asp Leu Asp Met Leu Thr Glu Lys lie Lys Gin 
450 455 460 



Gly Leu Gly His Glu Leu Ser Asp Thr Glu lie Leu Gin Leu Leu Ser 
465 ' 470 475 480 



His Gly Arg Leu Lys Thr Arg Glu Leu Glu Ser Val Val Arg Asn Pro 
485 490 495 



Phe Arg Ala Val Glu Leu Arg Arg Leu Asp Leu Ser Thr Phe Leu Asn 
500 505 510 



Asn Pro His lie lie Glu Arg lie Pro Tyr Lys Asp Tyr Asp Tyr Arg 
515 520 525 



Leu Val Tyr Gly Gin Cys Cys Glu Glu Val lie Gly Tyr Met Pro lie 
530 535 540 



Pro Val Gly Lys lie Gly Pro Leu Leu Leu Asp Gly Arg Ser His Tyr 
545 550 555 ~ 560 



lie Pro Leu Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg 
565 570 575 



Gly Cys Arg Ala lie Phe Leu Ala Gly Gly lie Lys Ser Val Val Tyr 
580 585 590 



Arg Asp Gin Met Thr Arg Ala Pro Val Val Trp Phe Pro Ser lie lie 
595 600 605 



Asp Ser Val Lys Cys lie Ala Trp lie Asp Ser Glu Glu Gly Phe Gin 
610 615 620 



Thr Leu Lys Ser Ala Phe Asp Lys Thr Ser Ala His Val Asn Leu Leu 
625 630 635 640 
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Ser Val Phe Ala Cys Pro Ala Gly Arg Tyr lie His lie Arg Phe Ala 
645 650 655 



Ala Arg Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Ala Thr 
660 665 670 



Asp Ser Ala Leu His Cys Leu Lys Lys Tyr Phe Ser Asn Met Gin Val 
675 680 685 



lie Ser Leu Ser Gly Asn Met Cys Thr Asp Lys Lys Pro Ala Thr lie 
690 695 700 



Asn Thr lie Leu Gly Arg Gly Lys Ser Val lie Ala Glu Ala His Leu 
705 710 715 720 



Ser Ala Asp Val Leu Ala Gin Val Leu His Thr Asn Ala Gin Arg Leu 
725 730 735 



Ala Arg Leu Thr His Ser Lys Asn Trp lie Gly Ser Ala Met Ala Gly 
740 745 750 



Cys Pro Gly Met Met Gly Cys Asn Ala His Ala Ala Asn lie lie Ala 
7 55 " 7 60 7 65 



Gly Met Phe Ala Ala Thr Gly Gin Asp Leu Ala Gin Val Val Asp Ser 
770 775 780 



Ser Ser Cys Leu Thr Gin Leu Glu Val Asp Leu Ser Asp Asp Ser Leu 
785 790 795 800 



Val Ala Ser Val Thr Met Pro Cys Leu Glu Val Gly Thr Val Gly Gly 
805 810 815 



Gly Thr Arg Leu Ser Gly Gin Arg Ala Cys Leu Asp Leu Leu Asp Leu 
820 825 830 



Ser Val Asp Arg Pro Thr Glu His Leu Ser Arg lie lie Ala Gly Thr 
835 840 845 



Val Leu Ala Ala Glu Leu Ser Leu Met Ala Ala Leu Asp Thr Asp Asp 
850 855 860 



Leu Val Lys Ala His Met His Phe Asn Arg Ala Lys Gin Ser Thr Asn 
865 870 875 880 
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Ser His Ser Cys Ser His Ser Thr Thr Thr Asp Asn Asn Asp Asn lie 
885 890 895 



Ser Asn lie Tyr Asp Asn His Asn Val Ala Leu Ser Ser Lys lie Pro 
900 905 910 



Val Thr Asp Asn Ser Asp lie Arg Glu Ser Val His Ser Leu His Val 
915 920 925 



Lys Pro Phe Pro Val Lys Ser Asp Leu Ser Val Asn Pro Glu lie Ser 
930 935 940 



His Tyr Thr Met 
945 



<210> 222 
<211> 44 
<212> PRT 

<213> Pseudomonas mevalonii 
<400> 222 

His Ala Arg Asn lie Ala Val Val Ala Gly Ala Arg Gly Asp Glu Val 
15 10 15 



Asp Trp Val Ala Arg Gin Leu Val Glu Tyr His Asp Val Arg Ala Asp 
2 0 25 30 



Arg Ala Val Ala Val Leu Lys Gin Lys Arg Gly Gin 
35 40 



<210> 223 

<211> 428 

<212> PRT 

<213> Pseudomonas mevalonii 

<400> 223 

Met Ser Leu Asp Ser Arg Leu Pro Ala Phe Arg Asn Leu Ser Pro Ala 
1 5 10 15 



Ala Arg Leu Asp His lie Gly Gin Leu Leu Gly Leu Ser His Asp Asp 
20 25 30 



Val Ser Leu Leu Ala Asn Ala Gly Ala Leu Pro Met Asp lie Ala Asn 
35 40 45 



Gly Met lie Glu Asn Val lie Gly Thr Phe Glu Leu Pro Tyr Ala Val 
50 55 60 
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Ala Ser Asn Phe Gin lie Asn Gly Arg Asp Val Leu Val Pro Leu Val 
65 70 75 80 



Val Glu Glu Pro Ser lie Val Ala Ala Ala Ser Tyr Met Ala Lys Leu 
85 90 95 



Ala Arg Ala Asn Gly Gly Phe Thr Thr Ser Ser Ser Ala Pro Leu Met 
100 " 105 110 



His Ala Gin Val Gin lie Val Gly lie Gin Asp Pro Leu Asn Ala Arg 
115 120 125 



Leu Ser Leu Leu Arg Arg Lys Asp Glu lie lie Glu Leu Ala Asn Arg 
130 135 140 



Lys Asp Gin Leu Leu Asn Ser Leu Gly Gly Gly Cys Arg Asp lie Glu 
145 150 155 160 



Val His Thr Phe Ala Asp Thr Pro Arg Gly Pro Met Leu Val Ala His 
165 170 175 



Leu lie Val Asp Val Arg Asp Ala Met Gly Ala Asn Thr Val Asn Thr 
180 185 190 



Met Ala Glu Ala Val Ala Pro Leu Met Glu Ala lie Thr Gly Gly Gin 
195 200 205 



Val Arg Leu Arg lie Leu Ser Asn Leu Ala Asp Leu Arg Leu Ala Arg 
210 215 220 



Ala Gin Val Arg lie Thr Pro Gin Gin Leu Glu Thr Ala Glu Phe Ser 
225 230 235 240 



Gly Glu Ala Val lie Glu Gly lie Leu Asp Ala Tyr Ala Phe Ala Ala 
245 250 255 



Val Asp Pro Tyr Arg Ala Ala Thr His Asn Lys Gly lie Met Asn Gly 
260 265 "* ^ 270 



He Asp Pro Leu He Val Ala Thr Gly Asn Asp Trp Arg Ala Val Glu 
275 280 285 



Ala Gly Ala His Ala Tyr Ala Cys Arg Ser Gly His Tyr Gly Ser Leu 
290 295 300 
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Thr Thr Trp Glu Lys Asp Asn Asn Gly His Leu Val Gly Thr Leu Glu 
305 310 315 320 



Met Pro Met Pro Val Gly Leu Val Gly Gly Ala Thr Lys Thr His Pro 
325 330 335 



Leu Ala Gin Leu Ser Leu Arg lie Leu Gly Val Lys Thr Ala Gin Ala 
340 345 350 



Leu Ala Glu lie Ala Val Ala Val Gly Leu Ala Gin Asn Leu Gly Ala 
355 360 365 



Met Arg Ala Leu Ala Thr Glu Gly lie Gin Arg Gly His Met Ala Leu 
370 375 380 



His Ala Arg Asn lie Ala Val Val Ala Gly Ala Arg Gly Asp Glu Val 
385 390 395 400 



Asp Trp Val Ala Arg Gin Leu Val Glu Tyr His Asp Val Arg Ala Asp 
405 410 415 



Arg Ala Val Ala Leu Leu Lys Gin Lys Arg Gly Gin 
420 425 



<210> 224 

<211> 562 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 224 

Met Glu Asp Leu Arg Arg Arg Phe Pro Thr Lys Lys Asn Gly Glu Glu 
1 5 10 15 



lie Ser Asn Val Ala Val Asp Pro Pro Leu Arg Lys Ala Ser Asp Ala 
20 25 30 



Leu Pro Leu Pro Leu Tyr Leu Thr Asn Thr Phe Phe Leu Ser Leu Phe 
35 40 45 



Phe Ala Thr Val Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys lie Arg 
50 55 60 



Asn Ser Thr Pro Leu His Val Val Asp Leu Ser Glu lie Cys Ala Leu 
65 70 75 80 



lie Gly Phe Val Ala Ser Phe lie Tyr Leu Leu Gly Phe Cys Gly lie 
85 90 95 
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Asp Leu lie Phe Arg Ser Ser Ser Asp Asp Asp Val Trp Val Asn Asp 
100 105 110 



Gly Met lie Pro Cys Asn Gin Ser Leu Asp Cys Arg Glu Val Leu Pro 
115 120 125 



lie Lys Pro Asn Ser Val Asp Pro Pro Arg Glu Ser Glu Leu Asp Ser 
130 135 140 



Val Glu Asp Glu Glu lie Val Lys Leu Val lie Asp Gly Thr lie Pro 
145 150 155 160 



Ser Tyr Ser Leu Glu Thr Lys Leu Gly Asp Cys Lys Arg Ala Ala Ala 
165 170 " 175 



lie Arg Arg Glu Ala Val Gin Arg lie Thr Gly Lys Ser Leu Thr Gly 
180 185 190 



Leu Pro Leu Glu Gly Phe Asp Tyr Asn Ser lie Leu Gly Gin Cys Cys 
195 200 205 



Glu Met Pro Val Gly Tyr Val Gin lie Pro Val Gly lie Ala Gly Pro 
210 215 220 



Leu Leu Leu Asp Gly Val Glu Tyr Ser Val Pro Met Ala Thr Thr Glu 
225 230 235 240 



Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Phe Lys Ala lie His Leu 
245 250 255 



Ser Gly Gly Ala Phe Ser Val Leu Val Lys Asp Ala Met Thr Arg Ala 
260 265 270 



Pro Val Val Arg Phe Pro Ser Ala Arg Arg Ala Ala Leu Val Met Phe 
275 280 285 



Tyr Leu Gin Asp Pro Ser Asn Phe Glu Arg Leu Ser Leu lie Phe Asn 
290 295 300 



Lys Ser Ser Arg Phe Ala Arg Leu Gin Ser lie Thr Cys Thr lie Ala 
305 310 315 320 



Gly Arg Asn Leu Tyr Pro Arg Phe Ala Cys Ser Thr Gly Asp Ala Met 
325 330 335 



25156216 



-341 - 



Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Asp Phe Val 
340 345 350 



Lys Ser Glu Phe Pro Asp Met Asp Val lie Gly lie Ser Gly Asn Tyr 
355 360 ' 365 



Cys Ser Asp Lys Lys Ala Ser Ala Val Asn Trp lie Glu Gly Arg Gly 
370 375 380 



Lys His Val Val Cys Glu Ala Phe lie Lys Ala Glu lie Val Glu Lys 
385 390 395 400 



Val Leu Lys Thr Ser Val Glu Ala Leu Val Glu Leu Asn Thr Leu Lys 
405 410 415 



Asn Leu Val Gly Ser Ala Met Ala Gly Ser Leu Gly Gly Phe Asn Ala 
420 425 430 



His Ser Ser Asn lie Val Ser Ala Val Phe lie Ala Thr Gly Gin Asp 
435 440 445 



Pro Ala Gin Asn Val Glu Ser Ser His Cys Met Thr Met lie Leu Pro 
450 455 460 



Asp Gly Asp Asp Leu His lie Ser Val Ser Met Pro Cys lie Glu Val 
465 " 470 475 ~ 480 



Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ala Ala Cys Leu 
485 490 495 



Asn Leu Leu Gly Val Lys Gly Ser Asn Asn Glu Lys Pro Gly Ser Asn 
500 505 510 



Ala Gin Gin Leu Ala Arg lie Val Ala Gly Ser Val Leu Ala Gly Glu 
515 520 525 



Leu Ser Leu Met Ser Ala lie Ala Ala Gly Gin Leu Val Lys Ser His 
530 535 540 



Met Lys Tyr Asn Arg Ser Ser Arg Asp lie Gly Pro Ser Ser Gin Val 
545 550 555 560 



Asn Arg 
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<210> 225 

<211> 887 

<212> PRT 

<213> Mesocricetus auratus 

<400> 225 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
1 5 ' 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 " 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val He His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu He Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala He Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val He Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu He 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 
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Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Thr Glu His Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asp Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val Val Thr Leu Ser Leu Ala Phe Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Ala Thr Pro Lys Lys Ala Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Val Leu Ser Arg Arg Asn Glu Lys Leu Ser Ser 
370 375 " 380 



Val Glu Glu Glu Pro Gly Val Asn Gin Asp Arg Lys Val Glu Val He 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Glu Ser Thr Ser Arg Ala Thr Phe Val 
405 410 415 



Leu Gly Ala Ser Gly Gly Cys Ser Pro Val Ala Lys Gly Thr Gin Glu 
420 425 430 



Pro Glu He Glu Leu Pro Ser Glu Pro Arg Pro Asn Glu Glu Cys Leu 
435 440 445 



Gin He Leu Glu Ser Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp Ala 
450 4 55 4 60 
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Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys Leu 
465 470 475 480 



Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg Gin 
485 490 495 



Leu Leu Ser Thr Lys Leu Pro Glu Pro Ser Ser Leu Gin Tyr Leu Pro 
500 505 510 



Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu Asn 
515 ~ 520 525 



Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu Cys 
530 "* 535 540 



Leu Asp Gly Lys Glu Tyr Gin Val Pro Met Ala Thr Thr Glu Gly Cys 
545 550 555 560 



Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly Gly 
565 570 575 



Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val 
580 585 590 



Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu 
595 600 605 



Glu Thr Pro Glu Gly Phe Ala Val lie Lys Asp Ala Phe Asp Ser Thr 
610 615 620 



Ser Arg Phe Ala Arg Leu Gin Lys Leu His Val Thr Met Ala Gly Arg 
625 630 635 640 



Asn Leu Tyr lie Arg Phe Gin Ser Lys Thr Gly Asp Ala Met Gly Met 
645 650 655 



Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Val Lys Leu Gin Glu 
660 665 67 0 



Phe Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr 
675 680 685 



Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys Thr 
690 695 700 
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Val Val Cys Glu Ala Val lie Pro Ala Arg Val Val Arg Glu Val Leu 
705 710 715 720 



Lys Thr Thr Thr Glu Ala Met lie Asp Val Asn lie Asn Lys Asn Leu 
725 730 735 



Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His Ala 
740 745 750 



Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala Ala 
755 760 765 



Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly 
770 775 780 



Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu 
785 790 795 800 



lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys 
805 810 815 



Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu 
820 825 830 



Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly 
835 840 845 



Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser 
850 855 860 



His Met Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly 
865 870 875 880 



Thr Cys Thr Lys Lys Ala Ala 
885 



<210> 226 

<211> 34 

<212> PRT 

<213> Rattus norvegicus 

<400> 226 

Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Thr Pro Pro Leu 
1 5 10 15 



Ala Val Gly Ala Gin Glu Pro Gly lie Glu Leu Pro Ser Glu Pro Arg 
20 25 30 
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Pro Asn 



<210> 227 
<211> 1053 
<212> PRT 

<213> Schizosaccharomyces pombe 
<400> 227 

Met lie Tyr Lys Leu Ala Ala Arg Tyr Pro lie Gin. Val lie Ala lie 
15 10 15 



Val Gly lie Leu Val Ser Met Ala Tyr Phe Ser Phe Leu Glu Ala Leu 
20 25 30 



Thr Gin Glu Asp Phe Pro Val Leu lie Arg Ala Leu Lys Arg Phe Gly 
35 40 45 



lie Leu Asp Gly Phe Pro Asn Thr Arg Leu Pro Asn Glu Met lie Leu 
50 55 60 



Lys Leu Ser Ser Val Gin Gly Glu Asp Ala Ser Val Trp Glu Gin lie 
65 70 75 80 



Pro Ala Ala Glu Leu Gly Gly Glu Gly Phe Val Asp Phe Asp lie Thr 
85 90 ' 95 



Gin Trp Tyr Tyr Pro Ala Asn Ala Lys Val Asp Val Ala Gin Leu Val 
100 105 110 



Glu Pro Tyr Arg Asn Asp Cys lie Phe His Asp Ala Ser Gly Ala Cys 
115 120 125 



His Phe Phe Phe Lys Glu Val Gly Asn Trp Thr Val Ser Ser lie Ala 
130 135 140 



Leu Pro Ser Asn Leu Ala Asn Pro Pro lie Asp Tyr Phe Leu Asp Ser 
145 150 155 *" * 160 



Ser Ser Thr Val lie Gin Arg lie Leu Pro Ala lie Arg Glu His Gly 
165 170 175 



lie Ser Trp Ser Trp Leu Leu Gin Leu lie Ala Arg Thr Trp Met Asn 
180 185 190 
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Thr Leu Lys lie Ala Ser Gin Ala Ser Lys Thr Glu Leu Leu lie Val 
195 200 205 



Gly Thr Ala Tyr Ala Cys Met Leu lie Ser lie Val Ser Leu Tyr Leu 
210 215 220 



Lys Met Arg Arg Leu Gly Ser Lys Phe Trp Leu Phe Phe Ser Val Leu 
225 230 235 240 



Leu Ser Thr Leu Phe Ser Val Gin Phe Ala Met Thr Leu Val Arg Ala 
245 250 255 



Ser Gly Val Arg lie Ser Leu Val Ser Leu lie Glu Ser Leu Pro Phe 
260 265 270 



Leu lie Asn Val Val Ala Leu Asp Lys Ala Ala Glu Leu Thr Arg Gin 
275 280 " 285 



Val lie Thr Arg Cys Ser Val Ser Asp Ser His Ser Pro Met His Glu 
290 295 300 



Asp lie Ala Lys Ala Cys Arg Asn Ala Ala Pro Pro lie Leu Arg His 
305 310 315 320 



Phe Ser Phe Gly lie Val Val Leu Ala lie Phe Ser Tyr Cys Asn Phe 
325 330 335 



Gly lie Lys Gin Phe Phe Leu Phe Ala Ala Val Met lie Tyr Asp Leu 
340 345 350 



Leu Leu Leu Phe Ser Phe Phe Val Ala lie Leu Thr Leu Lys Leu Glu 
355 360 365 



Met Arg Arg Tyr Asn Ala Lys Asp Asp Val Arg Lys Val Leu lie Glu 
370 375 380 



Glu Gly Leu Ser Glu Ser Thr Ala Arg His Val Ala Asp Gly Asn Asp 
385 390 395 400 



Ser Ser Ala Thr Thr Ser Ala Gly Ser Arg Tyr Phe Lys Val Arg Tyr 
405 410 415 



Gly Thr Lys lie lie Leu Phe lie Phe lie Ala Phe Asn Leu Phe Glu 
420 425 430 



Leu Cys Ser lie Pro Phe Lys His Tyr Ala Ala Thr Ser Ala Ala Ala 
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435 



440 



445 



Ala Arg Leu lie Pro Leu Val Arg Ser Gin Tyr Pro Asp Phe Lys Ser 
450 455 ** 460 



Gin Arg Leu Leu Asp Asp Gly Val Phe Asp Asp Val Leu Ser Ala lie 
465 470 475 480 



Ser Ser Met Ser Asn lie Glu Ser Pro Ser Val Arg Leu Leu Pro Ala 
485 490 495 



Val Phe Tyr Gly Ala Glu Leu Ser Ser Thr Ser Phe Leu Ser Thr lie 
500 505 510 



His Ser Phe lie Asn Asn Trp Ser His Tyr lie Ser Ala Ser Phe Leu 
515 520 525 



Ser Lys Trp lie Val Cys Ala Leu Ser Leu Ser lie Ala Val Asn Val 
530 535 540 



Phe Leu Leu Asn Ala Ala Arg Leu Asn Ser lie Lys Glu Glu Pro Glu 
545 550 555 560 



Lys Lys Val Val Glu Lys Val Val Glu Val Val Lys Tyr lie Pro Ser 
565 570 575 



Ser Asn Ser Ser Ser lie Asp Asp lie Gin Lys Asp Glu lie Ala Gin 
580 585 590 



Glu Ser Val Val Arg Ser Leu Glu Glu Cys lie Thr Leu Tyr Asn Asn 
595 600 605 



Gly Gin lie Ser Thr Leu Asn Asp Glu Glu Val Val Gin Leu Thr Leu 
610 615 620 



Ala Lys Lys lie Pro Leu Tyr Ala Leu Glu Arg Val Leu Lys Asp Val 
625 630 635 " 640 



Thr Arg Ala Val Val lie Arg Arg Thr Val Val Ser Arg Ser Ser Arg 
645 650 655 



Thr Lys Thr Leu Glu Ser Ser Asn Cys Pro Val Tyr His Tyr Asp Tyr 
660 665 670 



Ser Arg Val Leu Asn Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro 
675 680 685 
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Leu Pro Leu Gly Val Ala Gly Pro Leu lie lie Asp Gly Lys Pro Phe 
690 695 700 



Tyr lie Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Thr Met 
705 710 715 720 



Arg Gly Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Val Thr Val Leu 
725 730 735 



Thr Arg Asp Gin Met Ser Arg Gly Pro Cys Val Ala Phe Pro Asp Leu 
740 745 750 



Thr Arg Ala Gly Arg Ala Lys lie Trp Leu Asp Ser Pro Glu Gly Gin 
755 * 760 765 



Glu Val Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu 
770 ' 775 780 



Gin His lie Lys Thr Ala Leu Ala Gly Thr Arg Leu Phe lie Arg Phe 
785 790 795 800 



Cys Thr Ser Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly 
805 810 815 



Val Glu His Ala Leu Val Val Met Ser Asn Asp Ala Gly Phe Asp Asp 
820 825 830 



Met Gin Val lie Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro 
835 840 845 



Ala Ala lie Asn Trp lie Asp Gly Arg Gly Lys Ser Val lie Ala Glu 
850 855 " 860 



Ala lie lie Pro Gly Asp Ala Val Lys Ser Val Leu Lys Thr Thr Val 
865 870 875 880 



Glu Asp Leu Val Lys Leu Asn Val Asp Lys Asn Leu lie Gly Ser Ala 
885 890 895 



Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn lie Val 
900 905 910 



Thr Ala Val Tyr Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu 
915 920 925 
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Ser Ser Asn Cys lie Thr Leu Met Asp Asn Val Asp Gly Asn Leu Gin 
930 935 940 



Leu Ser Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly 
945 950 955 960 



Thr Val Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg 
965 970 975 



Gly Ala His Met Thr Ser Pro Gly Asp Asn Ser Arg Gin Leu Ala Arg 
980 985 990 



Val Val Ala Ala Ala Val Met Ala Gly Glu Leu Ser Leu Cys Ser Ala 
995 1000 1005 



Leu Ala Ser Gly His Leu Val Lys Ser His lie Gly Leu Asn Arg 
1010 1015 1020 



Ser Ala Leu Asn Thr Pro Ala Met Asp Ser Ser Ala Lys Lys Pro 
1025 1030 " 1035 



Ala Thr Asp Ala Leu Lys Ser Val Asn Ser Arg Val Pro Gly Arg 
1040 1045 1050 



<210> 228 
<211> 574 
<212> PRT 

<213> Solanum tuberosum 
<400> 228 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Pro Ser Glu His 
15 10 15 



lie Ser Ser Gly Glu Pro Leu Lys Pro His Asn Gin Asp Ser Ser Val 
20 25 30 



Lys Ala Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Gly Leu 
35 40 45 



Phe Phe Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu His Arg Trp 
50 55 60 



Arg Glu Lys lie Arg Asn Gly lie Pro Leu His Val Leu Asn Phe Ser 
65 70 75 80 



Glu Leu Val Ala Met Val Ser Leu lie Ala Ser Val lie Tyr Leu Leu 
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85 



90 



95 



Gly Phe Phe Gly lie Gly Phe Val Gin Ser Phe Val Ser Lys Gly Asn 
100 105 110 



Asn Asp Ser Trp Asp Val Glu Asp Glu Ser Pro Glu Gin Phe lie Asp 
115 120 125 



Arg Thr Val Thr Pro Pro Pro Val Arg Arg Asn lie Pro Met Lys Ser 
130 135 140 



Val Pro Val Ala Glu Lys Thr Ala Gin lie lie Thr Pro Phe Ser Ser 
145 150 155 160 



Glu Asp Asp Glu Val Val lie Lys Ser Val Val Glu Gly Arg lie Pro 
165 170 175 



Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp Cys Lys Arg Ala Ala Phe 
180 185 190 



lie Arg Lys Glu Ala Leu Gin Arg Ser Ser Gly Lys Ser Leu Glu Gly 
195 200 205 



Leu Pro Leu Asp Gly Phe Asp Tyr Glu Ser lie Leu Gly Gin Cys Cys 
210 215 220 



Glu Met Pro He Gly Tyr He Gin He Pro Val Gly He Ala Gly Pro 
225 230 235 240 



Leu Leu Leu Asn Gly Lys Glu Phe Ser Val Pro Met Ala Thr Thr Glu 
245 250 255 



Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala He Tyr Val 
260 265 ~ ' 270 



Ser Gly Gly Ala Thr Ser Val Leu Phe Arg Asp Ala Met Thr Arg Ala 
275 280 285 



Pro Val Val Arg Phe Gly Ser Ala Lys Arg Ala Ala Glu Leu Lys Phe 
290 295 300 



Phe Val Glu Asp Pro Met Asn Phe Glu Thr Leu Ser Val Val Phe Asn 
305 310 315 320 



Lys Ser Ser Arg Phe Ala Arg Leu Gin Asn He Gin Cys Ala He Ala 
325 330 335 
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Gly Lys Asn Leu Tyr Met Arg Phe Ser Cys Ser Thr Gly Asp Ala Met 
340 345 350 



Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Asp Tyr Leu 
355 360 365 



Gin Asn Glu Tyr Pro Asp Met Asp lie lie Gly lie Ser Gly Asn Tyr 
370 375 380 



Cys Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly 
385 " 390 395 400 



Lys Ser Val Val Cys Glu Ala lie lie Lys Glu Asp Val Val Lys Lys 
405 410 415 



Val Leu Lys Thr Glu Val Ala Thr Leu Val Glu Leu Asn Met Leu Lys 
420 425 430 



Asn Leu Thr Gly Ser Ala Met Ala Gly Ala Leu Gly Gly Phe Asn Ala 
435 440 445 



His Ala Ser Asn lie Val Ser Ala Val Tyr Leu Ala Thr Gly Gin Asp 
450 455 460 



Pro Ala Gin Asn lie Glu Ser Ser His Cys lie Thr Met Met Glu Ala 
465 470 475 480 



Val Asn Asp Gly Lys Asp Leu His lie Ser Val Thr Met Pro Ser lie 
485 490 495 



Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ser Ala 
500 505 510 



Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Asn Arg Glu Ala Pro Gly 
515 520 525 



Ser Asn Ala Arg Leu Leu Ala Thr lie Val Ala Gly Ser Val Leu Ala 
530 535 540 



Gly Glu Leu Ser Leu Met Ser Ala lie Ser Ala Gly Gin Leu Val Lys 
545 550 555 560 



Ser His Met Lys Tyr Asn Arg Ser Cys Lys Asp Val Thr Lys 
565 570 
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<210> 229 
<211> 18 
<212> PRT 

<213> Solanum tuberosum 
<400> 229 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Pro Ser Glu His 
15 10 15 



He Ser 



<210> 230 

<211> 82 

<212> PRT 

<213> Solanum tuberosum 

<400> 230 

Met Asp Val Cys Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Phe Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 



Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys He Arg Asn Ser He Pro Leu His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 231 

<211> 82 

<212> PRT 

<213> Solanum tuberosum 

<400> 231 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 
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Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Arg Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Phe His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 232 

<211> 82 

<212> PRT 

<213> Solarium tuberosum 

<400> 232 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 



Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Val Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 233 

<211> 82 

<212> PRT 

<213> Solanum tuberosum 

<400> 233 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Glu Val Ser Ser Pro Lys Ala 
20 25 30 
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Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Thr Gly Leu Phe Phe 
35 40 45 



Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu lie Arg Trp Arg Glu 
50 55 60 



Lys lie Arg Asn Ser lie Pro Leu His Ala Val Thr Leu Ser Glu Leu 
65 70 75 80 



Leu Ala 



<210> 234 

<211> 244 

<212> PRT 

<213> Rattus norvegicus 
<220> 

<221> MISC_FEATURE 

<222> (1) . . (244) 

<223> X equals unknown 



<400> 234 

Pro lie Arg Ser Pro Lys Arg Gly Thr Ser Met Gly Met Asn Met lie 
1 5 10 15 



Ser Lys Gly Thr Glu Lys Ala Leu Leu Lys Leu Gin Glu Phe Phe Pro 
20 25 30 



Glu Leu Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys 
35 40 45 



Pro Ala Ala lie Asn Trp He Glu Gly Arg Gly Lys Thr Val Val Cys 
50 55 60 



Glu Ala Val He Pro Ala Lys Val Val Arg Glu Val Leu Lys Ser Thr 
65 70 75 80 



Thr Glu Ala Met Val Asp Val Asn He Asn Lys Asn Leu Val Gly Ser 
85 90 95 



Ala Met Ala Gly Ser He Gly Gly Tyr Asn Ala His Ala Ala Asn He 
100 105 110 



Val Thr Ala He Tyr He Ala Cys Ala Gin Asp Ala Ala Gin Asn Val 
115 120 125 
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Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly Pro Xaa Xaa 
130 135 140 



Glu Asp Leu Xaa Xaa Ser Xaa Xaa Met Pro Ser lie Glu lie Gly Thr 
145 150 155 160 



Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys Leu Gin Met 
165 170 175 



Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu Asn Ala Arg 
180 185 190 



Gin Leu Ala Arg He Val Cys Gly Thr Val Met Ala Gly Glu Leu Ser 
195 200 205 



Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser His Met Val 
210 215 220 



His Asn Arg Ser Lys He Asn Leu Gin Asp Leu Gin Gly Thr Cys Thr 
225 230 235 240 



Lys Lys Ala Ala 



<210> 235 

<211> 436 

<212> PRT /j 

<213> Archaeogloous fulgidus 

<400> 235 

Met Gin Val Leu Arg Leu Asp Arg Arg His Tyr Lys Ser Gly Lys He 
1 5 10 15 



Arg Arg Ala Met Ser Ser Arg lie Pro Gly Phe Tyr Lys Leu Ser Val 
20 25 30 



Glu Glu Arg Leu Lys Lys Val Ala Glu Phe Ala Gly Leu Ser Asp Glu 
35 " 40 ^45 



Glu Val Lys Ala Val Leu Ser Gin Gly Leu Pro Leu Asp Val Ala Asp 
50 55 60 



Arg Met He Glu Asn Val He Gly Thr Phe Glu Leu Pro Leu Gly lie 
65 70 75 80 
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Ala Thr Asn Phe Leu lie Asp Gly Lys Asp Tyr Leu lie Pro Met Ala 
85 90 95 



lie Glu Glu Pro Ser Val Val Ala Ala Ala Ser Asn Ala Ala Arg Met 
100 105 110 



Ala Arg Glu Ser Gly Gly Phe Thr Thr Asp Tyr Thr Gly Ser Leu Met 
115 120 125 



lie Gly Gin lie Gin Val Thr Lys Leu Leu Asn Pro Asn Ala Ala Lys 
130 135 140 



Phe Glu Val Leu Arg Gin Lys Asp Glu lie lie Glu Arg Ala Asn Glu 
145 150 155 160 



Cys Asp Pro Met Leu Val Asn Leu Gly Gly Gly Cys Lys Asp lie Glu 
165 170 175 



Ala Arg Val lie Asp Thr lie Met Gly Lys Met Leu lie Val His Leu 
180 185 190 



lie Val Asp Val Lys Asp Ala Met Gly Ala Asn Ala Val Asn Thr Met 
195 200 205 



Cys Glu Lys Val Ala Pro Phe lie Glu Arg lie Thr Gly Gly Lys Val 
210 215 220 



Tyr Leu Arg lie lie Ser Asn Leu Ala Ala Tyr Arg Leu Ala Arg Ala 
225 230 235 240 



Lys Ala Val Phe Asp Lys Asp Val lie Gly Gly Glu Glu Val Val Glu 
245 250 255 



Gly lie Met Leu Ala Tyr Ala Phe Ala Ala Ala Asp Pro Phe Arg Cys 
260 265 270 



Ala Thr His Asn Lys Gly lie Met Asn Gly He Ser Ala Leu Met He 
275 280 285 



Ala Thr Gly Asn Asp Phe Arg Ala He Glu Ala Gly Ala His Ser Tyr 
290 295 300 



Ala Ala He Gly Gly Tyr Lys Pro Leu Thr Thr Tyr Glu Val Asp Arg 
305 310 315 " 320 



Lys Gly Asn Leu Val Gly Thr He Glu He Pro Met Ala Val Gly Val 



25156216 



-358 - 



325 330 335 



lie Gly Gly Ala Thr Lys Val Asn Pro Leu Ala Lys lie Ser Leu Lys 
340 345 350 



lie Leu Gly Val Asn Thr Ala Glu Glu Leu Ala Arg Val Ala Ala Ala 
355 360 365 



Leu Gly Leu Ala Gin Asn Phe Ala Ala Leu Arg Ala Leu Ala Thr Glu 
370 375 380 



Gly lie Gin Arg Gly His Met Glu Leu His Ala Arg Asn Leu Ala lie 
385 390 395 400 



Met Ala Gly Ala Thr Gly Asp Glu Val Asp Arg Val Val Glu lie Met 
405 410 415 



Val Arg Asp Gly Lys lie Arg Leu Asp Tyr Ala Lys Glu Val Leu Glu 
420 425 430 



Arg Leu Arg Ser 
435 



<210> 236 

<211> 428 

<212> PRT 

<213> Pseudomonas mevalonii 

<400> 236 

Met Ser Leu Asp Ser Arg Leu Pro Ala Phe Arg Asn Leu Ser Pro Ala 
1 5 10 15 



Ala Arg Leu Asp His lie Gly Gin Leu Leu Gly Leu Ser His Asp Asp 
20 25 30 



Val Ser Leu Leu Ala Asn Ala Gly Ala Leu Pro Met Asp lie Ala Asn 
35 40 45 



Gly Met lie Glu Asn Val lie Gly Thr Phe Glu Leu Pro Tyr Ala Val 
50 55 60 



Ala Ser Asn Phe Gin lie Asn Gly Arg Asp Val Leu Val Pro Leu Val 
65 70 75 80 



Val Glu Glu Pro Ser lie Val Ala Ala Ala Ser Tyr Met Ala Lys Leu 
85 90 95 
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Ala Arg Ala Asn Gly Gly Phe Thr Thr Ser Ser Ser Ala Pro Leu Met 
100 105 110 



His Ala Gin Val Gin lie Val Gly lie Gin Asp Pro Leu Asn Ala Arg 
115 120 125 



Leu Ser Leu Leu Arg Arg Lys Asp Glu lie lie Glu Leu Ala Asn Arg 
130 135 140 



Lys Asp Gin Leu Leu Asn Ser Leu Gly Gly Gly Cys Arg Asp lie Glu 
145 150 155 160 



Val His Thr Phe Ala Asp Thr Pro Arg Gly Pro Met Leu Val Ala His 
165 170 175 



Leu lie Val Asp Val Arg Asp Ala Met Gly Ala Asn Thr Val Asn Thr 
180 185 190 



Met Ala Glu Ala Val Ala Pro Leu Met Glu Ala lie Thr Gly Gly Gin 
195 200 205 



Val Arg Leu Arg lie Leu Ser Asn Leu Ala Asp Leu Arg Leu Ala Arg 
210 215 220 



Ala Gin Val Arg lie Thr Pro Gin Gin Leu Glu Thr Ala Glu Phe Ser 
225 230 235 240 



Gly Glu Ala Val lie Glu Gly lie Leu Asp Ala Tyr Ala Phe Ala Ala 
245 250 255 



Val Asp Pro Tyr Arg Ala Ala Thr His Asn Lys Gly lie Met Asn Gly 
260 265 270 



lie Asp Pro Leu lie Val Ala Thr Gly Asn Asp Trp Arg Ala Val Glu 
275 280 285 



Ala Gly Ala His Ala Tyr Ala Cys Arg Ser Gly His Tyr Gly Ser Leu 
290 295 300 



Thr Thr Trp Glu Lys Asp Asn Asn Gly His Leu Val Gly Thr Leu Glu 
305 310 " 315 320 



Met Pro Met Pro Val Gly Leu Val Gly Gly Ala Thr Lys Thr His Pro 
325 330 335 
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Leu Ala Gin Leu Ser Leu Arg lie Leu Gly Val Lys Thr Ala Gin Ala 
340 345 350 



Leu Ala Glu lie Ala Val Ala Val Gly Leu Ala Gin Asn Leu Gly Ala 
355 360 365 



Met Arg Ala Leu Ala Thr Glu Gly lie Gin Arg Gly His Met Ala Leu 
370 375 380 



His Ala Arg Asn lie Ala Val Val Ala Gly Ala Arg Gly Asp Glu Val 
385 390 395 400 



Asp Trp Val Ala Arg Gin Leu Val Glu Tyr His Asp Val Arg Ala Asp 
405 410 415 



Arg Ala Val Ala Leu Leu Lys Gin Lys Arg Gly Gin 
420 425 



<210> 237 

<211> 397 

<212> PRT 

<213> Methanothermobacter thermautotrophicus 

<400> 237 

Met Ser lie Met Asp Asp Leu Met Glu Gly Arg lie Lys Leu Tyr Glu 
1 5 10 15 



lie Glu Arg His Val Pro Val Asp Glu Ala Val Arg lie Arg Arg Glu 
20 25 30 



Phe lie Glu Arg Thr Cys Gly Val Lys Leu Glu His Val Ser Asn Tyr 
35 40 45 



Ser lie Asp Met Glu Arg Ala Ser Arg Arg Asn lie Glu Asn Pro lie 
50 55 60 



Gly Val Val Gin lie Pro Leu Gly Val Ala Gly Pro Leu Arg Val Arg 
65 70 75 80 



Gly Glu His Ala Asp Gly Glu Tyr Tyr Val Pro Leu Ala Thr Ser Glu 
85 90 95 



Gly Ala Leu Val Ala Ser Val Asn Arg Gly Cys Ser Val lie Thr Arg 
100 105 110 



Ala Gly Gly Ala Thr Val Arg Val Thr Gly Asp Ser Met Thr Arg Ala 
115 120 125 
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Pro Val lie Arg Thr Gly Ser Val Val Glu Ala Leu Gin Leu Arg Glu 
130 135 140 



Trp lie Tyr Glu Asn Met Asp Ala Leu Arg Glu Glu Ala Glu Ser Thr 
145 150 155 160 



Thr Arg His Gly Lys Leu Val Lys lie Asp Pro lie lie Val Ala Gly 
165 170 175 



Ser Tyr Val Tyr Pro Arg Phe Val Tyr Thr Thr Gly Asp Ser Met Gly 
180 185 " 190 



Met Asn Met Val Thr lie Ala Thr Glu Arg Ala Leu Glu Leu Leu Thr 
195 200 205 



Arg Glu Thr Gly Ala His Val lie Ala Leu Ser Gly Asn Leu Cys Thr 
210 215 220 



Asp Lys Lys Pro Ala Ala Val Asn Leu lie Glu Gly Arg Gly Lys Ser 
225 230 235 240 



lie Thr Ala Glu lie Thr Val Pro Gly Glu Met Val Glu Ser Val Leu 
245 250 255 



Lys Thr Thr Pro Glu Ala Val Val Glu Val Asn Thr Ala Lys Asn Leu 
260 265 270 



lie Gly Ser Ala Ala Ala Gly Ser Met Gly Phe Asn Ala His Tyr Ala 
275 280 285 



Asn lie lie Gly Ala lie Phe Leu Ala Thr Gly Gin Asp Glu Ala His 
290 295 300 



lie Val Glu Gly Ser Leu Gly Val Thr lie Ala Glu Glu Arg Lys Gly 
305 310 315 320 



Asp Leu Tyr Phe Ala Val Asn Leu Pro Asp Val Pro Leu Ala Thr Val 
325 330 335 



Gly Gly Gly Thr Gly Leu Glu Thr Ala Ser Glu Cys Leu Asp lie Met 
340 345 350 



Gly Val Arg Gly Gly Gly Arg Val His Ala Phe Ala Glu lie Val Gly 
355 360 365 
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Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Gly Ala Leu Ala Ala 
370 375 380 



Gly His Leu Ala Arg Ala His Ser Glu Leu Gly Arg Gly 
385 " 390 395 



<210> 238 

<211> 405 

<212> PRT 

<213> Methanococcus jannaschii 

<400> 238 

Met Glu Asn Tyr Asn Asp lie Leu Glu Lys Met Leu Asn Gly Glu lie 
1 5 10 15 



Lys Pro Tyr Gin Leu Asp Lys Met Phe Gly Ser Lys lie Ala Thr Glu 
20 25 30 



lie Arg Arg Lys Phe lie Glu Lys Lys Val Gly lie Glu Phe Lys His 
35 40 45 



lie Cys Asn Tyr Ser lie Asp Glu Glu Met Ala Met Lys Lys Asn lie 
50 55 60 



Glu Asn Met lie Gly Ala lie Gin lie Pro Leu Gly Phe Ala Gly Pro 
65 70 75 80 



Leu Lys lie Asn Gly Glu Tyr Ala Lys Gly Glu Phe Tyr lie Pro Leu 
85 90 95 



Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Val Asn Arg Gly Cys Ser 
100 105 110 



lie lie Thr Lys Cys Gly Gly Ala Thr Val Arg Val lie Asp Asp Lys 
115 120 125 



Met Thr Arg Ala Pro Cys Leu Lys Thr Lys Ser Val Val Asp Ala lie 
130 135 140 



Lys Val Arg Asp Trp lie Arg Glu Asn Phe Glu Arg lie Lys Glu Val 
145 150 155 160 



Ala Glu Ser Thr Thr Arg His Gly Lys Leu lie Lys lie Glu Pro lie 
165 170 175 



Leu lie Val Gly Arg Asn Leu Tyr Pro Arg Phe Val Phe Lys Thr Gly 
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180 



185 



190 



Asp Ala Met Gly Met Asn Met Val Thr lie Ala Thr Glu Lys Ala Cys 
195 200 205 



Asn Phe lie Glu Gly Glu Leu Lys Lys Glu Gly lie Phe Val Lys Thr 
210 215 220 



Val Ala Val Ser Gly Asn Ala Cys Val Asp Lys Lys Pro Ser Gly Met 
225 230 ~ 235 240 



Asn Leu lie Asn Gly Arg Gly Lys Ser lie Val Ala Glu Val Phe Leu 
245 250 255 



Thr Glu Lys Glu Val Asn Lys Tyr Leu Lys Thr Thr Ser Gin Ala lie 
260 265 270 



Ala Glu Val Asn Arg Leu Lys Asn Tyr lie Gly Ser Ala lie Ser Asn 
275 280 285 



Ser Met Gly Phe Asn Ala His Tyr Ala Asn lie lie Gly Ala lie Phe 
290 295 300 



Leu Ala Thr Gly Gin Asp Glu Ala His lie Val Glu Gly Ser Leu Gly 
305 310 315 ~ 320 



lie Thr Met Ala Glu Val Glu Asp Asp Gly Leu Tyr Phe Ser Val Thr 
325 330 335 



Leu Pro Asp Val Pro lie Gly Thr Val Gly Gly Gly Thr Arg Val Glu 
340 345 350 



Thr Gin Lys Glu Cys Leu Glu Met Leu Gly Cys Tyr Gly Asp Asn Lys 
355 360 365 



Ala Leu Lys Phe Ala Glu lie Val Gly Ala Ala Val Leu Ala Gly Glu 
370 * 375 380 



Leu Ser Leu Leu Gly Ala Leu Ala Ala Gly His Leu Gly Lys Ala His 
385 390 395 400 



Gin Glu Leu Gly Arg 
405 



<210> 239 
<211> 403 
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<212> PRT 

<213> Haloferax volcanii 



<400> 239 

Met Thr Asp Ala Ala Ser Leu Ala Asp Arg Val Arg Glu Gly Asp Leu 
15 10 15 



Arg Leu His Glu Leu Glu Ala His Ala Asp Ala Asp Thr Ala Ala Glu 
20 25 30 



Ala Arg Arg Leu Leu Val Glu Ser Gin Ser Gly Ala Ser Leu Asp Ala 
35 40 45 



Val Gly Asn Tyr Gly Phe Pro Ala Glu Ala Ala Glu Ser Ala lie Glu 
50 ** 55 60 



Asn Met Val Gly Ser lie Gin Val Pro Met Gly Val Ala Gly Pro Val 
65 70 75 80 



Ser Val Asp Gly Gly Ser Val Ala Gly Glu Lys Tyr Leu Pro Leu Ala 
85 90 95 



Thr Thr Glu Gly Ala Leu Leu Ala Ser Val Asn Arg Gly Cys Ser Val 
100 105 110 



lie Asn Ser Ala Gly Gly Ala Thr Ala Arg Val Leu Lys Ser Gly Met 
115 "* 120 125 



Thr Arg Ala Pro Val Phe Arg Val Ala Asp Val Ala Glu Ala Glu Ala 
130 135 140 



Leu Val Ser Trp Thr Arg Asp Asn Phe Ala Ala Leu Lys Glu Ala Ala 
145 150 155 160 



Glu Glu Thr Thr Asn His Gly Glu Leu Leu Asp Val Thr Pro Tyr Val 
165 170 175 



Val Gly Asn Ser Val Tyr Leu Arg Phe Arg Tyr Asp Thr Lys Asp Ala 
180 185 190 



Met Gly Met Asn Met Ala Thr lie Ala Thr Glu Ala Val Cys Gly Val 
195 200 205 



Val Glu Ala Glu Thr Ala Ala Ser Leu Val Ala Leu Ser Gly Asn Leu 
210 215 220 



25156216 -365- 



Cys Ser Asp Lys Lys Pro Ala Ala lie Asn Ala Val Glu Gly Arg Gly 
225 ~ 230 235 240 



Arg Ser Val Thr Ala Asp Val Arg lie Pro Arg Glu Val Val Glu Glu 
245 250 255 



Arg Leu His Thr Thr Pro Glu Arg Gly Arg Glu Leu Asn Thr Arg Lys 
260 265 270 



Asn Leu Val Gly Ser Ala Lys Ala Ala Ser Leu Gly Phe Asn Ala His 
275 280 285 



Val Ala Asn Val Val Ala Ala Met Phe Leu Ala Thr Gly Gin Asp Glu 
290 295 300 



Ala Gin Val Val Glu Gly Ala Asn Ala lie Thr Thr Ala Glu Val Gin 
305 310 315 320 



Asp Gly Asp Leu Tyr Val Ser Val Ser lie Ala Ser Leu Glu Val Gly 
325 330 335 



Thr Val Gly Gly Gly Thr Lys Leu Pro Thr Gin Ser Glu Gly Leu Asp 
340 345 350 



lie Leu Gly Val Ser Gly Gly Gly Asp Pro Ala Gly Ser Asn Ala Asp 
355 " 360 365 



Ala Leu Ala Glu Cys lie Ala Val Gly Ser Leu Ala Gly Glu Leu Ser 
370 375 380 



Leu Leu Ser Ala Leu Ala Ser Arg His Leu Ser Ser Ala His Ala Glu 
385 390 395 400 



Leu Gly Arg 



<210> 240 
<211> 856 
<212> PRT 

<213> Blattella germanica 
<400> 240 

Met Val Gly Arg Leu Phe Arg Ala His Gly Gin Phe Cys Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Val Cys Met Leu 
20 25 30 
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Thr Val Asp Gin Arg Pro Leu Gly Leu Pro Pro Gly Trp Gly His Asn 
35 40 45 



Cys lie Thr Leu Glu Glu Tyr Asn Ala Ala Asp Met lie Val Met Thr 
50 55 60 



Leu lie Arg Cys Val Ala Val Leu Tyr Ser Tyr Tyr Gin Phe Cys His 
65 ~ 70 75 80 



Leu Gin Lys Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly Leu Phe 
85 90 95 



Thr Val Phe Ser Ser Phe Val Phe Ser Ser Ser Val lie Asn Phe Leu 
100 105 110 



Gly Ser Asp Val Ser Asp Leu Lys Asp Ala Leu Phe Phe Phe Leu Leu 
115 120 125 



Leu lie Asp Leu Ser Lys Ala Thr Val Leu Ala Gin Phe Ala Leu Ser 
130 135 140 



Ser Arg Ser Gin Asp Glu Val Lys His Asn lie Ala Arg Gly lie Ala 
145 " 150 " 155 160 



Met Leu Gly Pro Thr lie Thr Leu Asp Thr Val Val Glu Thr Leu Val 
165 170 175 



lie Gly Val Gly Met Leu Ser Gly Val Arg Arg Leu Glu Val Leu Cys 
180 185 190 



Cys Phe Ala Cys Met Ser Val lie Val Asn Tyr Val Val Phe Met Thr 
195 "* 200 205 



Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu Ser Arg Ser Gly 
210 215 220 



Glu Ser Gly Arg Pro Ala Trp His Asp Lys Ser Leu Lie lie Lys Ala 
225 230 235 240 



Leu His Glu Glu Asp Gin Lys Pro Asn Pro Val Val Gin Arg Val Lys 
245 250 255 



Val lie Met Ser Ala Gly Leu Met Leu Val His Ala His Arg Trp Val 
260 265 270 
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Arg Cys Leu Ser lie Ala Leu Trp Pro Asp Leu Thr Ser Leu Arg Tyr 
275 280 285 



Phe Cys Thr His Cys Asp Thr Gly Val Ser Tyr Ser Arg Trp Ser Phe 
290 295 300 



Ala Ser Glu Gly Glu Glu Leu Pro Thr Val Lys Leu Val Thr Gly Asp 
305 310 315 320 



Ser Val Val Asn Ser Asn Ser Thr Asp Asp Ala Gin Leu His Tyr Tyr 
325 330 335 



lie Met Arg Trp Leu Thr Val Ser Ala Asp His lie Val lie Leu lie 
340 345 350 



Leu Leu Leu Ala Leu Ala Val Lys Phe Val Phe Phe Glu Thr Arg Asp 
355 360 365 



Glu Leu Thr Thr Thr Arg Gly Met Asp Gly Trp Val Glu Val Ser Ser 
370 375 380 



Pro Val Glu His Lys Tyr Val Gin Thr Glu Gin Pro Ser Cys Ser Ala 
385 390 395 400 



Pro Glu Gin Pro Leu Glu Glu Pro Pro Ala Ser Asn Arg Ser lie Asp 
405 410 415 



Glu Cys Leu Ser Val Cys Lys Ser Asp Val Gly Ala Gin Ala Leu Ser 
420 425 430 



Asp Cys Glu Val Met Ala Leu Val Thr Ser Gly His lie Ala Gly Tyr 
435 440 445 



Gin Leu Glu Lys Val Val Arg Asn Pro Glu Arg Gly Val Gly lie Arg 
450 455 460 



Arg Gin lie Leu Thr Lys Thr Ala Asp Leu Lys Asp Ala Leu Asp Asn 
465 470 475 480 



Leu Pro Tyr Lys Asn Tyr Asp Tyr Leu Lys Val Met Gly Ala Cys Cys 
485 490 495 



Glu Asn Val He Gly Tyr Met Pro Val Pro Val Gly Val Ala Gly Pro 
500 505 510 
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Leu Asn Leu Asp Gly Arg Leu Val His Val Pro Leu Ala Thr Thr Glu 
515 520 525 



Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Met Arg Ala Leu Met Arg 
530 535 540 



Cys Gly Val Thr Ser Arg lie Val Ala Asp Gly Met Thr Arg Gly Pro 
545 550 555 560 



Val Val Arg Phe Pro Asn lie Asp Arg Ala Ser Glu Ala Met Leu Trp 
565 570 575 



Met Gin Val Pro Tyr Asn Phe Glu Gin lie Lys Lys Asn Phe Asp Ser 
580 585 590 



Thr Ser Arg Phe Ala Arg Leu Ser Lys lie His lie Arg Val Ala Gly 
595 600 605 



Arg His Leu Phe lie Arg Phe lie Ala Thr Thr Gly Asp Ala Met Gly 
610 615 620 



Met Asn Met Leu Ser Lys Gly Thr Glu Val Ala Leu Ala Tyr Val Gin 
625 630 635 640 



Gin Val Tyr Pro Asp Met Glu lie Leu Ser Leu Ser Gly Asn Phe Cys 
645 650 655 



Thr Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys 
660 665 670 



Ser Val Val Cys Glu Ala lie Val Pro Ala Asp lie lie Lys Ser Val 
675 680 685 



Leu Lys Thr Ser Val Gin Ala Leu Met Asp Val Asn lie Thr Lys Asn 
690 695 700 



Leu lie Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe Asn Ala His 
705 710 715 720 



Ala Ala Asn lie Val Thr Ala lie Phe lie Ala Thr Gly Gin Asp Pro 
725 730 735 



Ala Gin Asn Val Gly Ser Ser Asn Cys Met Thr Leu Met Glu Pro Trp 
740 745 750 



Gly Glu Asp Gly Lys Asp Leu Tyr Val Ser Cys Thr Met Pro Ser lie 
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755 



760 



765 



Glu lie Gly Thr lie Gly Gly Gly Thr Val Leu Pro Pro Gin Ala Ala 
770 775 780 



Cys Leu Asp Met Leu Gly Val Arg Gly Ala Asn Glu Met Cys Pro Gly 
785 790 795 800 



Glu Asn Ala Asn Thr Leu Ala Arg lie Val Cys Gly Thr Val Leu Ala 
805 810 815 



Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly His Leu Val Lys 
820 825 830 



Ser His Met Arg His Asn Arg Ser Ser Val Ser Thr Ser Gly Ser Glu 
835 840 845 



Pro Ser Thr Pro Ala Cys Lys Ser 
850 855 



<210> 241 

<211> 509 

<212> PRT 

<213> Oryza sativa 

<400> 241 

Met Arg lie Thr Asn Gly Leu Ala Met Val Ser Leu Val Leu Ser Ser 
15 10 15 



Cys Asp Leu Val Arg Leu Cys Ser Asp Arg Glu Arg Pro Leu Gly Gly 
20 25 30 



Arg Glu Phe Ala Thr Val Val Cys Gin Leu Ala Ser Val Val Tyr Leu 
35 40 45 



Leu Ser Leu Phe Ala His Pro Asp Ala Pro Ala Thr Thr Thr Gly Asp 
50 55 60 



Asp Asp Asp Gly Gin Gly Gly Ser Arg Arg Ala Ala Pro Pro Glu Pro 
65 * ' ' 70 75 80 



Ala Pro Met His Gly His Gly Gly Gly Met Met Glu Gly Asp Asp Glu 
85 90 95 



Glu lie Val Ala Ala Val Ala Ser Gly Ala Leu Pro Ser His Arg Leu 
100 105 110 
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Glu Ser Arg Leu Gly Asp Cys Arg Arg Ala Ala Arg Leu Arg Arg Glu 
115 120 125 



Ala Leu Arg Arg Val Thr Gly Arg Gly Val Glu Gly Leu Pro Phe Asp 
130 135 140 



Gly Met Asp Tyr Gin Ala lie Leu Gly Gin Cys Cys Glu Met Pro Val 
145 150 155 160 



Gly Tyr Val Gin Leu Pro Val Gly Val Ala Gly Pro Leu Leu Leu Asp 
165 170 175 



Gly Arg Glu Tyr His Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val 
180 185 190 



Ala Ser Val Asn Arg Arg Val Gin Gly His Leu Val Ser Gly Gly Ala 
195 200 205 



Phe Ser Val Leu Leu Arg Asp Ala Met Ser Arg Ala Pro Ala Val Lys 
210 215 220 



Leu Pro Cys Pro Met Arg Ala Ala Glu Leu Lys Ala Phe Ala Glu Ala 
225 230 235 240 



Pro Ala Asn Phe Glu Leu Leu Ala Ala Val Phe Asn Arg Ser Ser Arg 
245 250 255 



Phe Gly Arg Leu Gin Asp lie Arg Cys Ala Leu Ala Gly Arg Asn Leu 
260 265 270 



Tyr Met Arg Phe Ser Cys lie Thr Gly Asp Ala Met Gly Met Asn Met 
275 280 285 



Val Ser Lys Gly Val Glu Asn Val Leu Gly Tyr Leu Gin Asn Val Phe 
290 295 300 



Pro Asp Met Asp Val lie Ser Val Ser Gly Asn Tyr Cys Ser Asp Lys 
305 310 315 " 320 



Lys Pro Thr Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val 
325 330 ~ 335 



Cys Glu Ala lie lie Lys Gly Asp Val Val Gin Lys Val Leu Lys Thr 
340 345 350 
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Thr Val Glu Lys Leu Val Glu Leu Asn lie lie Lys Asn Leu Ala Gly 
355 360 365 



Ser Ala Val Ala Gly Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn 
370 375 380 



lie Val Thr Ala Leu Phe lie Ala Thr Gly Gin Asp Pro Ala Gin Asn 
385 390 395 400 



Val Glu Ser Ser Gin Cys lie Thr Met Leu Glu Glu Val Asn Asp Gly 
405 410 415 



Asp Asp Leu His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr 
420 425 430 



lie Gly Gly Gly Thr Cys Leu Ala Ser Gin Ala Ala Cys Leu Asn Leu 
435 440 445 



Leu Gly Val Lys Gly Ser Asn His Gly Ser Pro Gly Ala Asn Ala Gly 
450 455 460 



Arg Leu Ala Thr He Val Ala Gly Ser Val Val Ala Gly Arg Ala Leu 
465 470 475 480 



Leu Leu Ala Ala Leu Ala Ser Gly His Leu Val Lys Ser His Met Met 
485 490 495 



Tyr Asn Arg Ser Ser Lys Asp Val Ala Lys Ala Ala Ser 
500 505 



<210> 242 

<211> 596 

<212> PRT 

<213> Solanum tuberosum 

<400> 242 

Met Asp Val Arg Arg Arg Pro Val Lys Pro Leu Tyr Thr Ser Lys Asp 
1 5 ' 10 15 



Ala Ser Ala Gly Glu Pro Leu Lys Gin Gin Glu Val Ser Ser Pro Lys 
20 25 30 



Ala Ser Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Gly Leu Phe 
35 40 45 



Phe Thr Met Phe Phe Ser Val Met Tyr Phe Leu Leu Val Arg Trp Arg 
50 55 60 
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Glu Lys lie Arg Asn Ser lie Pro Leu His Val Val Thr Leu Ser Glu 
65 70 75 80 



Leu Leu Ala Met Val Ser Leu lie Ala Ser Val lie Tyr Leu Leu Gly 
85 90 ' 95 



Phe Phe Gly lie Gly Phe Val Gin Ser Phe Val Ser Arg Ser Asn Ser 
100 105 110 



Asp Ser Trp Asp lie Glu Asp Glu Asn Ala Glu Gin Leu lie lie Glu 
115 120 125 



Glu Asp Ser Arg Arg Gly Pro Cys Ala Ala Ala Thr Thr Leu Gly Cys 
130 135 140 



Val Val Pro Pro Pro Pro Val Arg Lys lie Ala Pro Met Val Pro Gin 
145 150 155 160 



Gin Pro Ala Lys Val Ala Leu Ser Gin Thr Glu Lys Pro Ser Pro lie 
165 170 175 



lie Met Pro Ala Leu Ser Glu Asp Asp Glu Glu lie lie Gin Ser Val 
180 185 190 



Val Gin Gly Lys Thr Pro Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp 
195 200 205 



Cys Met Arg Ala Ala Ser lie Arg Lys Glu Ala Leu Gin Arg lie Thr 
210 215 ~ ' 220 



Gly Lys Ser Leu Glu Gly Leu Pro Leu Glu Gly Phe Asp Tyr Ser Ser 
225 230 235 240 



lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr Val Gin He Pro 
245 250 255 



Val Gly He Ala Gly Pro Leu Leu Leu Asp Gly Arg Glu Tyr Ser Val 
260 265 270 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly 
275 280 285 



Cys Lys Ala He Phe Val Ser Gly Gly Ala Asp Ser Val Leu Leu Arg 
290 295 300 
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Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Thr Thr Ala Lys Arg 
305 310 315 320 



Ala Ala Glu Leu Lys Phe Phe Val Glu Asp Pro Leu Asn Phe Glu Thr 
325 330 335 



Leu Ser Leu Met Phe Asn Lys Ser Ser Arg Phe Ala Arg Leu Gin Gly 
340 345 350 



lie Gin Cys Ala lie Ala Gly Lys Asn Leu Tyr lie Thr Phe Ser Cys 
355 360 365 



Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin 
370 375 380 



Asn Val Leu Asp Tyr Leu Gin Ser Glu Tyr Pro Asp Met Asp Val lie 
385 390 395 400 



Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn 
405 410 415 



Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Lys 
420 425 430 



Glu Glu Val Val Lys Lys Val Leu Lys Thr Glu Val Ala Ala Leu Val 
435 440 445 



Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala Gly Ala 
450 455 460 



Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser Ala Val Tyr 
465 470 475 480 



Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser His Cys 
485 490 495 



lie Thr Met Met Glu Ala Val Asn Asp Gly Lys Asp Leu His Val Ser 
500 505 ^ ^ 510 



Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin 
515 520 525 



Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala 
530 535 540 
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Asn Arg Asp Ala Pro Gly Ser Asn Ala Arg Leu Leu Ala Thr lie Val 
545 550 555 560 



Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ser 
565 570 575 



Ala Gly Gin Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser lie Lys 
580 585 590 



Asp lie Ser Lys 
595 



<210> 243 
<211> 604 
<212> PRT 

<213> Nicotiana sylvestris 
<400> 243 

Met Asp Val Arg Arg Arg Ser Glu Lys Pro Ala Tyr Pro Thr Lys Glu 
15 10 15 



Phe Ala Ala Gly Glu Lys Pro Leu Lys Pro His Lys Gin Gin Gin Glu 
20 25 30 



Gin Asp Asn Ser Leu Leu lie Ala Ser Asp Ala Leu Pro Leu Pro Leu 
35 40 45 



Tyr Leu Thr Asn Gly Leu Phe Phe Thr Met Phe Phe Ser Val Met Tyr 
50 55 60 



Tyr Leu Leu Ser Arg Trp Arg Glu Lys lie Arg Asn Ser Thr Pro Leu 
65 70 75 80 



His Val Val Thr Phe Ser Glu Leu Val Ala lie Ala Ser Leu lie Ala 
85 90 95 



Ser Val lie Tyr Leu Leu Gly Phe Phe Gly lie Gly Phe Val Gin Ser 
100 105 110 



Phe Val Ser Arg Asp Asn Asn Asp Glu Cys Trp Asp Glu Glu Asp Glu 
115 120 125 



Asn Asp Glu Gin Phe Leu Leu Glu Glu Asp Ser Arg Arg Gly Pro Ala 
130 135 140 



Thr Thr Leu Gly Cys Thr Ala Val Pro Pro Pro Pro Ala Leu Gin He 
145 150 155 160 
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Val Pro Met Val Pro Pro Gin Pro Ser Lys Val Ala Ala Met Ser Glu 
165 170 175 



Lys Pro Ala Pro Leu Val Thr Pro Ala Ala Ser Glu Glu Asp Glu Glu 
180 185 190 



lie lie Lys Ser Val Val Gin Gly Lys Met Pro Ser Tyr Ser Leu Glu 
195 200 205 



Ser Lys Leu Gly Asp Cys Lys Arg Ala Ala Ser lie Arg Lys Glu Ala 
210 215 220 



Leu Gin Arg lie Thr Gly Lys Ser Leu Glu Gly Leu Pro Leu Glu Gly 
225 " 230 235 240 



Phe Asp Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro lie Gly 
245 250 255 



Tyr Val Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly 
260 265 270 



Arg Glu Tyr Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala 
275 280 285 



Ser Thr Asn Arg Gly Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr 
290 ~ 295 ^ 300 



Ser Val Leu Leu Arg Asp Gly Met Thr Arg Ala Pro Cys Val Arg Phe 
305 310 315 " 320 



Gly Thr Ala Lys Arg Ala Ala Glu Leu Lys Phe Phe Val Glu Asp Pro 
325 330 335 



Val Lys Phe Glu Thr Leu Ala Ala Val Phe Asn Gin Ser Ser Arg Phe 
340 345 350 



Ala Arg Leu Gin Arg lie Gin Cys Ala lie Ala Gly Lys Asn Leu Tyr 
355 360 365 



Met Arg Phe Val Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val 
370 375 380 



Ser Lys Gly Val Gin Asn Val Leu Asp Tyr Leu Gin Asn Glu Tyr Pro 
385 390 " 395 * 400 
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Asp Met Asp Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys 
405 410 415 



Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys 
420 425 430 



Glu Ala lie lie Thr Glu Glu Val Val Lys Lys Val Leu Lys Thr Glu 
435 440 445 



Val Ala Ala Leu Val Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser 
450 455 460 



Ala Met Ala Gly Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie 
465 470 475 480 



Val Ser Ala Val Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn lie 
485 490 495 



Glu Ser Ser His Cys lie Thr Met Met Glu Ala Val Asn Asp Gly Lys 
500 505 510 



Asp Leu His Val Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val 
515 520 525 



Gly Gly Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu 
530 535 540 



Gly Val Lys Gly Ala Asn Arg Glu Val Pro Gly Ser Asn Ala Arg Leu 
545 550 555 560 



Leu Ala Thr lie Val Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu 
565 570 575 



Met Ser Ala lie Ser Ala Gly Gin Leu Val Lys Ser His Met Lys Tyr 
580 585 590 



Asn Arg Ser Thr Lys Asp Val Thr Lys Ala Ser Ser 
595 600 



<210> 244 
<211> 601 
<212> PRT 

<213> Catharanthus roseus 
<400> 244 

Met Asp Ser Arg Arg Arg Ser Pro Thr Val Thr Ala Lys Ala Ala Ala 
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1 



5 



10 



15 



Gly Glu Leu Pro Leu Ala Pro His Glu Gly Gin Asn Gin Gin Pro Ser 
20 25 30 



lie Pro Arg Ser Ser Asp Val Leu Pro Leu Pro Leu Tyr Leu Ala Asn 
35 40 45 



Gly Val Phe Phe Thr Leu Phe Phe Ser Val Met Tyr Phe Leu Leu Thr 
50 55 60 



Arg Trp Arg Glu Lys lie Arg Asn Ala Thr Pro Leu His Val Val Thr 
65 " ^ 70 75 80 



Leu Ser Glu Leu Ala Ala Leu Ala Ser Leu lie Ala Ser Val lie Tyr 
85 90 95 



Leu Val Ser Phe Phe Gly Leu Asp Phe Val Gin Ser Leu lie Tyr Lys 
100 " 105 110 



Pro Asn Asn Glu Gly Trp Glu lie Glu Glu Glu lie Leu Met Val Glu 
115 120 125 



Asp Ser Arg Asn Gly Thr Asn Cys Thr Thr Leu Gly Cys Ala Val Pro 
130 135 140 



Pro Pro Ser Val Pro Lys lie Ala Pro Val Val Pro Gin Gin Pro Ser 
145 150 155 160 



Lys Met Val lie lie Glu Lys Pro Ala Pro Leu lie Thr Pro Gin Asn 
165 170 175 



Ser Glu Glu Asp Glu Asp lie lie Lys Ala Val Val Ala Gly Lys lie 
180 185 190 



Pro Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp Cys Lys Arg Ala Ala 
195 200 205 



Gly lie Arg Arg Glu Ala Leu Gin Arg lie Thr Gly Lys Ser Leu Glu 
210 215 220 



Gly Leu Pro Leu Glu Gly Phe Asp Tyr Ala Ser lie Leu Gly Gin Cys 
225 230 235 240 



Cys Glu Met Pro Val Gly Tyr Val Gin Leu Pro Val Gly lie Ala Gly 
245 250 255 



25156216 



- 378- 



Pro Leu Leu Leu Asp Gly Arg Glu Tyr Met Leu Pro Met Ala Thr Thr 
260 265 270 



Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala lie Leu 
275 280 285 



Ala Ser Gly Gly Ala Asn Ser Val Leu Leu Arg Asp Gly Met Thr Arg 
290 295 300 



Ala Pro Val Val Arg Phe Gly Thr Ala Lys Arg Ala Ala Glu Leu Lys 
305 310 315 320 



Phe Tyr Met Glu Asp Thr Gin Asn Phe Glu Thr lie Ser Val Val Phe 
325 330 335 



Asn Lys Ser Ser Arg Phe Ala Lys Leu Gin Ser Val Gin Cys Ala lie 
340 345 350 



Ala Gly Lys Asn Leu Tyr lie Arg Phe Ser Cys Ser Thr Gly Asp Ala 
355 360 365 



Met Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu Glu Phe 
370 375 380 



Leu Gin Thr Asp Tyr Pro Asp Met Asp Val Leu Gly lie Ser Gly Asn 
385 390 395 ' 400 



Phe Cys Ala Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg 
405 410 415 



Gly Lys Ser Val Val Cys Glu Ala lie lie Lys Glu Glu lie Val Lys 
420 425 430 



Thr Val Leu Lys Thr Glu Val Ala Ala Leu lie Glu Leu Asn Met Val 
435 440 445 



Lys Asn Leu Ala Gly Ser Ala lie Ala Gly Ala Leu Gly Gly Phe Asn 
450 455 460 



Ala His Ala Ser Asn lie Val Ser Ala lie Phe lie Ala Thr Gly Gin 
465 470 475 " 480 



Asp Pro Ala Gin Asn Val Glu Ser Ser Gin Cys lie Thr Met Met Glu 
485 490 495 
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Ala Val Asn Asp Gly Lys Asp Leu His lie Ser Val Thr Met Pro Ser 
500 505 510 



lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ser 
515 520 525 



Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Ser Lys Asp Ser Pro 
530 535 540 



Gly Ala Asn Ser Arg Leu Leu Ala Thr lie Val Ala Gly Ser Val Leu 
545 550 555 560 



Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ser Ala Gly Gin Leu Val 
565 570 575 



Arg Ser His Met Lys Tyr Asn Arg Ser Ser Lys Asp lie Thr Asn lie 
580 " 585 590 



Ala Ser Ser Gin Leu Glu Ser Asp Ser 
595 600 



<210> 245 

<211> 586 

<212> PRT 

<213> Hevea brasiliensis 

<400> 245 

Met Asp Glu Val Arg Arg Arg Pro Pro Lys His lie Val Arg Lys Asp 
1 5 10 15 



His Asp Gly Glu Val Leu Asn Ser Phe Ser His Gly His His Leu Pro 
20 25 30 



Pro Leu Lys Pro Ser Asp Tyr Ser Leu Pro Leu Ser Leu Tyr Leu Ala 
35 4 0 4 5 



Asn Ala Leu Val Phe Ser Leu Phe Phe Ser Val Ala Tyr Phe Leu Leu 
50 55 60 



His Arg Trp Arg Glu Lys lie Arg Lys Ser Thr Pro Leu His lie Val 
65 - - - 70 ~ 75 80 



Thr Phe Pro Glu lie Ala Ala Leu lie Cys Leu Val Ala Ser Val He 
85 90 95 



Tyr Leu Leu Gly Phe Phe Gly He Gly Phe Val His Ser Phe Ser Arg 
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100 



105 



110 



Ala Ser Thr Asp Ser Trp Asp Val Glu Glu Tyr Asp Asp Asp Asn lie 
115 120 125 



lie lie Lys Glu Asp Thr Arg Pro Thr Gly Ala Cys Ala Ala Pro Ser 
130 135 140 



Leu Asp Cys Ser Leu Ser Leu Pro Thr Lys lie His Ala Pro lie Val 
145 150 155 160 



Ser Thr Thr Thr Thr Ser Thr Leu Ser Asp Asp Asp Glu Gin lie lie 
165 170 175 



Lys Ser Val Val Ser Gly Ser lie Pro Ser Tyr Ser Leu Glu Ser Lys 
180 185 190 



Leu Gly Asn Cys Lys Arg Ala Ala Leu lie Arg Arg Glu Thr Leu Gin 
195 "* 200 205 



Arg Met Ser Gly Arg Ser Leu Glu Gly Leu Pro Leu Asp Gly Phe Asp 
210 215 220 



Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Ala lie Gly Tyr Val 
225 230 235 240 



Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly Lys Glu 
245 250 255 



Tyr Thr Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Ala 
260 265 270 



Asn Arg Gly Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr Ser Val 
275 280 ^ 285 



Leu Leu Arg Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Pro Thr 
290 295 300 



Ala Lys Arg Ala Ala Asp Leu Lys Phe Phe Met Glu Asp Pro Asp Asn 
305 " 310 "* 315 320 



Phe Asp Thr lie Ala Val Val Phe Asn Lys Ser Ser Arg Phe Ala Arg 
325 330 335 



Leu Gin Ser Val Gin Cys Ala lie Ala Gly Lys Asn Leu Tyr Met Arg 
340 345 350 
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Phe Ser Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys 
355 360 365 



Ala Val Gin Asn Val lie Asp Tyr Leu Gin Asn Asp Phe Pro Asp Met 
370 375 380 



Asp Val lie Gly Leu Thr Gly Asn Phe Cys Ala Asp Lys Lys Ala Ala 
385 390 395 400 



Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala 
405 410 415 



lie lie Lys Glu Glu Val Val Lys Lys Val Leu Lys Thr Asn Val Ala 
420 425 430 



Ala Leu Val Glu Leu Asn Met lie Lys Asn Leu Thr Gly Ser Ala Val 
435 440 445 



Ala Gly Ser Leu Gly Gly Phe Asn Ala His Ala Ser Asn Met Val Thr 
450 455 460 



Ala Val Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser 
465 470 475 480 



Ser His Cys lie Thr Met Met Glu Ala Val Asn Asp Gly Lys Asp Leu 
485 490 495 



His lie Ser Val Ser Met Pro Ser lie Glu Leu Gly Thr Val Gly Gly 
500 505 510 



Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val 
515 520 525 



Lys Gly Ala Ser Lys Asp Ser Pro Gly Ser Asn Ser Arg Leu Leu Ala 
530 535 540 



Thr lie Val Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu Met Ser 
545 550 555 560 



Ala lie Ala Ala Gly Gin Leu Val Asn Ser His Met Lys Tyr Asn Arg 
565 570 * " 575 



Ser Ala Lys Asp Val Ser Lys lie Thr Phe 
580 585 
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<210> 246 

<211> 428 

<212> PRT 

<213> Pseudomonas mevalonii 

<400> 246 

Met Ser Leu Asp Ser Arg Leu Pro Ala Phe Arg Asn Leu Ser Pro Ala 
1 5 10 15 



Ala Arg Leu Asp His lie Gly Gin Leu Leu Gly Leu Ser His Asp Asp 
20 25 30 



Val Ser Leu Leu Ala Asn Ala Gly Ala Leu Pro Met Asp lie Ala Asn 
35 40 45 



Gly Met lie Glu Asn Val lie Gly Thr Phe Glu Leu Pro Tyr Ala Val 
50 55 60 



Ala Ser Asn Phe Gin lie Asn Gly Arg Asp Val Leu Val Pro Leu Val 
65 70 75 80 



Val Glu Glu Pro Ser lie Val Ala Ala Ala Ser Tyr Met Ala Lys Leu 
85 90 95 



Ala Arg Ala Asn Gly Gly Phe Thr Thr Ser Ser Ser Ala Pro Leu Met 
100 105 110 



His Ala Gin Val Gin lie Val Gly lie Gin Asp Pro Leu Asn Ala Arg 
115 120 125 



Leu Ser Leu Leu Arg Arg Lys Asp Glu lie lie Glu Leu Ala Asn Arg 
130 " 135 140 



Lys Asp Gin Leu Leu Asn Ser Leu Gly Gly Gly Cys Arg Asp lie Glu 
145 150 155 160 



Val His Thr Phe Ala Asp Thr Pro Arg Gly Pro Met Leu Val Ala His 
165 170 175 



Leu lie Val Asp Val Arg Asp Ala Met Gly Ala Asn Thr Val Asn Thr 
180 185 190 



Met Ala Glu Ala Val Ala Pro Leu Met Glu Ala lie Thr Gly Gly Gin 
195 200 205 



Val Arg Leu Arg lie Leu Ser Asn Leu Ala Asp Leu Arg Leu Ala Arg 
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210 215 220 



Ala Gin Val Arg lie Thr Pro Gin Gin Leu Glu Thr Ala Glu Phe Ser 
225 230 235 240 



Gly Glu Ala Val lie Glu Gly lie Leu Asp Ala Tyr Ala Phe Ala Ala 
245 ~ 250 255 



Val Asp Pro Tyr Arg Ala Ala Thr His Asn Lys Gly lie Met Asn Gly 
260 265 270 



lie Asp Pro Leu lie Val Ala Thr Gly Asn Asp Trp Arg Ala Val Glu 
275 280 285 



Ala Gly Ala His Ala Tyr Ala Cys Arg Ser Gly His Tyr Gly Ser Leu 
290 295 300 



Thr Thr Trp Glu Lys Asp Asn Asn Gly His Leu Val Gly Thr Leu Glu 
305 310 315 320 



Met Pro Met Pro Val Gly Leu Val Gly Gly Ala Thr Lys Thr His Pro 
325 330 335 



Leu Ala Gin Leu Ser Leu Arg lie Leu Gly Val Lys Thr Ala Gin Ala 
340 345 350 



Leu Ala Glu lie Ala Val Ala Val Gly Leu Ala Gin Asn Leu Gly Ala 
355 360 365 



Met Arg Ala Leu Ala Thr Glu Gly lie Gin Arg Gly His Met Ala Leu 
370 375 380 



His Ala Arg Asn lie Ala Val Val Ala Gly Ala Arg Gly Asp Glu Val 
385 390 395 400 



Asp Trp Val Ala Arg Gin Leu Val Glu Tyr His Asp Val Arg Ala Asp 
405 410 415 



Arg Ala Val Ala Leu Leu Lys Gin Lys Arg Gly Gin 
420 425 



<210> 247 

<211> 592 

<212> PRT 

<213> Arabidopsis thaliana 

<400> 247 
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Met Asp Leu Arg Arg Arg Pro Pro Lys Pro Pro Val Thr Asn Asn Asn 
15 10 15 



Asn Ser Asn Gly Ser Phe Arg Ser Tyr Gin Pro Arg Thr Ser Asp Asp 
20 25 30 



Asp His Arg Arg Arg Ala Thr Thr lie Ala Pro Pro Pro Lys Ala Ser 
35 40 45 



Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr 
50 55 60 



Leu Phe Phe Ser Val Ala Tyr Tyr Leu Leu His Arg Trp Arg Asp Lys 
65 70 75 " ^ 80 



lie Arg Tyr Asn Thr Pro Leu His Val Val Thr lie Thr Glu Leu Gly 
85 90 95 



Ala lie lie Ala Leu lie Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe 
100 105 110 



Gly lie Asp Phe Val Gin Ser Phe lie Ser Arg Ala Ser Gly Asp Ala 
115 120 125 



Trp Asp Leu Ala Asp Thr lie Asp Asp Asp Asp His Arg Leu Val Thr 
130 135 140 



Cys Ser Pro Pro Thr Pro lie Val Ser Val Ala Lys Leu Pro Asn Pro 
145 150 155 160 



Glu Pro lie Val Thr Glu Ser Leu Pro Glu Glu Asp Glu Glu lie Val 
165 170 175 



Lys Ser Val lie Asp Gly Val lie Pro Ser Tyr Ser Leu Glu Ser Arg 
180 185 190 



Leu Gly Asp Cys Lys Arg Ala Ala Ser lie Arg Arg Glu Ala Leu Gin 
195 200 205 



Arg Val Thr Gly Arg Ser lie Glu Gly Leu Pro Leu Asp Gly Phe Asp 
210 215 " 220 



Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr lie 
225 230 235 240 
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Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asp Gly Tyr Glu 
245 250 255 



Tyr Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr 
260 265 270 



Asn Arg Gly Cys Lys Ala Met Phe lie Ser Gly Gly Ala Thr Ser Thr 
275 280 285 



Val Leu Lys Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Ala Ser 
290 295 300 



Ala Arg Arg Ala Ser Glu Leu Lys Phe Phe Leu Glu Asn Pro Glu Asn 
305 310 315 320 



Phe Asp Thr Leu Ala Val Val Phe Asn Arg Ser Ser Arg Phe Ala Arg 
325 330 335 



Leu Gin Ser Val Lys Cys Thr lie Ala Gly Lys Asn Ala Tyr Val Arg 
340 ~ 345 350 



Phe Cys Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys 
355 360 365 



Gly Val Gin Asn Val Leu Glu Tyr Leu Thr Asp Asp Phe Pro Asp Met 
370 375 380 



Asp Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala 
385 390 395 400 



Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala 
405 410 415 



Val lie Arg Gly Glu lie Val Asn Lys Val Leu Lys Thr Ser Val Ala 
420 425 430 



Ala Leu Val Glu Leu Asn Met Leu Lys Asn Leu Ala Gly Ser Ala Val 
435 440 " 445 



Ala Gly Ser Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser 
450 455 460 



Ala Val Phe lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser 
465 470 475 480 



Ser Gin Cys lie Thr Met Met Glu Ala lie Asn Asp Gly Lys Asp lie 
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485 490 495 



His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly 
500 505 510 



Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val 
515 520 525 



Lys Gly Ala Ser Thr Glu Ser Pro Gly Met Asn Ala Arg Arg Leu Ala 
530 535 540 



Thr lie Val Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ser 
545 550 555 560 



Ala lie Ala Ala Gly Gin Leu Val Arg Ser His Met Lys Tyr Asn Arg 
565 570 575 



Ser Ser Arg Asp lie Ser Gly Ala Thr Thr Thr Thr Thr Thr Thr Thr 
580 585 590 



<210> 248 

<211> 421 

<212> PRT 

<213> Aeropyrum pernix 

<400> 248 

Met Gly Ser Ser Ser Gly Gin Lys Pro Arg Arg Leu Glu Asp Leu Val 
1 5 10 15 



Asp Lys Leu Ala Ser Gly Ser Leu Ser His Ser Arg Leu Glu Lys Glu 
20 25 30 



Leu Gly Asn Ala Asn Glu Ala Ala Leu Val Arg Arg Leu Tyr Leu Glu 
35 40 45 



Arg Leu Thr Gly Ala Ser Leu Ser Ser Val Ala Ser Thr lie Leu Asp 
50 55 60 



Phe Gin Glu Leu Tyr Gly Arg Asn lie Glu Asn Pro lie Gly Ala Val 
65 70 75 80 



Gin Val Pro Val Gly Val Ala Gly Pro Leu Arg lie Asn Gly Asp Tyr 
85 ~ 90 95 



Ala Arg Gly Asp Phe Tyr lie Pro Leu Ala Thr Thr Glu Gly Ala Leu 
100 105 110 
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Val Ala Ser Val Asn Arg Gly Ala Lys Ala lie Thr Leu Ser Gly Gly 
115 120 125 



Ala Arg Ala Lys Val lie Lys Asp Gly Met Thr Arg Ala Pro Leu Leu 
130 135 140 



Trp Thr Pro Ser Val Tyr Glu Ala His Arg Leu Ala Met Trp Val Glu 
145 150 155 160 



Asp Arg lie Glu Asp Leu Arg Ser Val Val Ala Gly Val Thr Arg His 
165 170 175 



Gly Arg Leu Gin His lie Tyr Pro Tyr lie lie Gly Asn Leu Val Trp 
180 185 190 



Leu Arg Leu Ser Phe Ser Thr Gly Asp Ala Met Gly Met Asn Met Val 
195 200 205 



Thr lie Ser Ser Asp Arg lie Cys Arg Tyr lie Glu Glu Asn Tyr Asp 
210 215 220 



Gly Asp Ala Lys Cys lie Ala Leu Ser Gly Asn Met Cys Thr Asp Lys 
225 230 235 240 



Lys Pro Ala Ala lie Asn Lys lie Leu Gly Arg Gly Lys Tyr Val Val 
245 250 255 



Ala Glu Ala Val lie Lys Gly Glu Val Val Lys Asn Val Leu Lys Thr 
260 265 270 



Thr Pro Gin Asn lie Asn Leu Val Asn Val Thr Lys Asn Leu Leu Gly 
275 280 285 



Ser Ala Ala Ala Gly Ser His Ser Phe Asn Ala His Phe Ala Asn lie 
290 295 300 



lie Ala Ala lie Phe lie Ala Thr Gly Gin Asp Ala Ala Gin Val Val 
305 310 315 320 



Glu Ser Ser Met Gly Tyr Thr Trp Thr Glu Val Arg Gly Glu Asp Leu 
325 330 335 



Tyr lie Ser Val Thr Leu Pro Ser Leu Glu Val Gly Thr Val Gly Gly 
340 345 350 
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Gly Thr Arg Leu Pro Thr Gin Arg Glu Leu Leu Ala Leu Leu Gly Val 
355 360 365 



Ala Gly Gly Gly Asn Pro Pro Gly Ser Asn Ala Leu Lys Leu Ala Glu 
370 "* 375 " 380 



lie lie Ala Ser Ala Val Leu Ala Gly Glu Leu Asn Leu Leu Ser Ala 
385 390 395 400 



lie Ala Ala Gly Gin Leu Ala Arg Ala His Glu Leu Leu Gly Arg Gly 
405 410 415 



Gly Leu Lys lie Ser 
420 



<210> 249 

<211> 1068 

<212> PRT 

<213> Aspergillus terreus 

<400> 249 

Met Asp Pro Val Val Arg Lys Pro Asp Pro Gly Gly Val Gin His Arg 
1 5 10 15 



Val Thr Lys Ala Leu Arg Ala lie Val Gly His Ala Cys Arg His Pro 
20 25 30 



lie His Thr Leu Leu Val Thr Ala Leu Thr Ala Ala Thr Thr His Leu 
35 40 45 



His Val Leu Glu Gly Thr Tyr Gin Ala Thr His Arg Glu Ala Ser Ala 
50 55 60 



Trp Lys Trp Gin lie Asp Asp Arg Pro Lys Val Pro Glu Asp Gly Gin 
65 ~ 70 75 " 80 



Ser Asp Phe His Trp Ala Leu Val Thr Leu Asp Leu Pro Gly Ala Ser 
85 90 95 



Val Asp Ala Ser lie Pro Phe Leu Ser Asn Thr Leu Ser Gly Phe Leu 
100 105 110 



Gly Ala Glu Gin Thr Thr Pro Thr Pro Asp Ser Ser Pro Ser Pro Asp 
115 120 125 



His Ser Ala Leu Thr Phe Arg Val Pro Tyr Ser Gin Leu Asp Gly Phe 
130 135 140 
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Leu Gin Ala Val Glu lie lie Pro Ser Glu Lys Glu Asp Asp Ser Trp 
145 150 155 160 



Arg Leu Arg Ser Pro Arg Glu Glu Gly Ser Pro Arg Ser Leu Gly His 
165 170 175 



Trp Leu Gly Ser Ser Trp Leu Ser Phe Leu His Arg Val His His Ala 
180 * 185 190 



Glu Thr Val Asp Leu Val lie lie Gly Leu Ser Tyr Leu Ala Met Asn 
195 200 205 



Met Thr Val Val Ser Leu Phe Arg Val Met Arg His Leu Gly Ser Arg 
210 215 220 



Phe Trp Leu Ala Ala Ser Val Leu Leu Ser Gly Ala Phe Ala Phe Val 
225 230 235 240 



Leu Gly Leu Gly lie Thr Thr Thr Cys Asp Val Pro Val Asp Met Leu 
245 250 255 



Leu Leu Phe Glu Gly lie Pro Tyr Leu Val Leu Thr Val Gly Phe Glu 
260 265 270 



Lys Pro lie Gin Leu Thr Arg Ala Val Leu Cys Val Ser Glu Glu Leu 
275 280 285 



Trp Gly Gly Gly Gin Arg Gin Val Pro Asn Gly Ala Ser Ser Asp Asp 
290 "* ~ " 295 ~ 300 



Ser Arg Gin Asn Gin Leu lie Pro Asn lie lie Gin Leu Ala Val Asp 
305 310 315 320 



Arg Glu Gly Trp Tyr lie Val Arg Ser Tyr Leu Leu Glu lie Gly Ala 
325 330 335 



Leu Ala Leu Gly Ala Val Leu Arg Pro Lys Asp Ser Leu Gly His Phe 
340 345 " 350 



Cys Phe Leu Ala Ala Trp Thr Leu Leu lie Asp Ala Val Leu Leu Phe 
355 360 365 



Thr Phe Tyr Ala Thr lie Leu Cys Val Lys Leu Glu lie Thr Arg lie 
370 375 380 
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Arg Ser Pro Gly Gly Leu Gly Gin Val Asn Ala Lys His Pro Ser Gly 
385 390 395 400 



lie Phe Gly His Lys Val Lys Ser Thr Asn lie Thr Trp Trp Lys Leu 
405 410 • 415 



Leu Thr Val Gly Gly Phe Val Leu Cys His Phe Leu Gin Leu Ser Pro 
420 425 430 



Phe Phe Tyr Arg Val Met Gly Glu Tyr Met Ala Asn Gly Thr Leu Pro 
435 440 445 



Pro Thr Ala Val Ser Pro Phe Lys Glu Ala Ala Asn Gly Leu Asn Glu 
450 455 460 



lie Tyr Leu Thr Ala Arg Val Glu Gly Phe Glu Thr Arg Val Thr Val 
465 470 475 480 



Leu Pro Pro Leu Gin Tyr Val Leu Glu Ser Ala Gly Phe Asn lie Ser 
485 490 495 



Ala Thr Lys Arg Ser Thr Phe Asp Gly Val Leu Asp Gly Leu Glu Ser 
500 505 510 



Pro Leu Gly Arg Leu Cys Leu Met Gly Ala Leu Val Val Ser Leu Val 
515 " 520 525 



Leu Asn Asn His Leu lie His Ala Ala Arg Trp His Ala Trp Pro Gin 
530 535 540 



Ala Arg Glu Ser Ala Val Pro Asp Gly Ser Tyr Leu Ser Val Pro Cys 
545 550 555 560 



Ser Ala Thr Ala Pro Glu Val Cys Thr Arg Pro Pro Glu Glu Thr Glu 
565 570 575 



Ala Leu Leu Lys Ser Asn Gin Ala Glu Ser Leu Thr Asp Asp Glu Leu 
580 585 590 



Val Glu Leu Cys Leu Arg Gly Lys lie Ala Gly Tyr Ser Leu Glu Lys 
595 600 605 



Thr Leu Glu Arg lie Ala Ala Gly Ser Ser Arg Ser Val Thr Arg Leu 
610 " 615 620 
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Glu Ala Phe Thr Arg Ala Val Arg lie Arg Arg Ala Ala Val Ser Lys 
625 630 635 640 



Thr Pro Ser Thr Gin Asn Leu Cys Ser Gly Leu Ala Glu Ser Leu Leu 
645 650 655 



Pro Tyr Arg Asp Tyr Asn Tyr Glu Leu Val His Gly Ala Cys Cys Glu 
660 665 670 



Asn Val Val Gly Tyr Leu Pro Leu Pro Leu Gly Val Ala Gly Pro Met 
675 680 685 



Val lie Asp, Gly Gin Ala Leu Phe lie Pro Met Ala Thr Thr Glu Gly 
690 695 700 



Val Leu Val Ala Ser Ala Ser Arg Gly Cys Lys Ala lie Asn Ala Gly 
705 710 715 720 



Gly Gly Ala Thr Thr Met Leu Lys Gly Asp Gly Met Thr Arg Gly Pro 
725 ~ 730 735 



Cys Leu Arg Phe Pro Ser Ala Gin Arg Ala Ala Glu Ala Gin Arg Trp 
740 745 750 



Val Glu Ser Pro Leu Gly His Glu Val Leu Ala Ala Ala Phe Asn Ala 
755 760 765 



Thr Ser Arg Phe Ala Arg Leu Gin Thr Leu Thr Val Ala Gin Ala Gly 
770 775 780 



lie Tyr Leu Tyr lie Arg Phe Arg Thr Thr Thr Gly Asp Ala Met Gly 
785 "* 790 795 800 



Met Asn Met lie Ser Lys Gly Val Glu Lys Ala Leu Glu Ala Met Ala 
805 "* 810 815 



Ala Glu Gly Gly Phe Pro Asp Met His Thr Val Thr Leu Ser Gly Asn 
820 825 830 



Phe Cys Ser Asp Lys Lys Ser Ala Ala lie Asn Trp lie Gly Gly Arg 
835 840 845 



Gly Lys Ser Val He Ala Glu Ala Thr He Pro Ala Glu Thr Val Arg 
850 855 860 



Gin Val Leu Lys Thr Asp Val Asp Ala Leu Val Glu Leu Asn Thr Ala 
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865 



870 



875 



880 



Lys Asn Leu Val Gly Ser Ala Met Ala Gly Ser Leu Gly Gly Phe Asn 
885 890 895 



Ala His Ala Ser Asn Leu Val Gin Ala Val Phe Leu Ala Thr Gly Gin 
900 905 910 



Asp Pro Ala Gin Asn Val Glu Ser Ser Ser Cys lie Thr Thr Met Lys 
915 920 925 



Asn lie Asp Gly Asn Leu His lie Ala Val Ser Met Pro Ser Met Glu 
930 935 940 



Val Gly Thr lie Gly Gly Gly Thr lie Leu Glu Ala Gin Gly Ala Met 
945 950 955 960 



Leu Asp Leu Leu Gly Val Arg Gly Ala His Ser Thr Glu Pro Gly Ala 
965 970 975 



Asn Ala Arg Arg Leu Ala Arg lie Val Ala Ala Ala Val Leu Ala Gly 
980 985 990 



Glu Leu Ser Thr Cys Ala Ala Leu Ala Ala Gly His Leu Val Asn Ala 
995 1000 1005 



His Met Gin His Asn Arg Thr Ser Lys Asp Ala lie Ser Gly Thr 
1010 1015 1020 



Glu Tyr Gly Ala lie Arg Thr Pro Val Tyr Val Val lie Leu Glu 
1025 1030 1035 



His Ala Gly Asp lie His Phe Val Gln^ lie Glu Tyr Lys Asn Thr 
1040 1045 W 1050 



Tyr Leu Arg Arg Lys Val Pro Thr Leu Ser Cys Asn Leu Gly Arg 
1055 ' ' 1060 1065 



<210> 250 

<211> 560 

<212> PRT 

<213> Oryza sativa 

<400> 250 

Met Glu Val Arg Arg Arg Ala Pro Leu Pro Pro Pro Pro Gly Arg Val 
15 10 15 
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Gin Ala Gly Asp Ala Leu Pro Leu Pro lie Arg His Thr Asn Leu lie 
20 25 30 



Phe Ser Ala Leu Phe Ala Ala Ser Leu Ala Tyr Leu Met Arg Arg Trp 
35 40 45 



Arg Glu Lys lie Arg Ser Ser Thr Pro Leu His Val Val Gly Leu Ala 
50 55 60 



Glu Met Leu Ala lie Phe Gly Leu Val Ala Ser Leu lie Tyr Leu Leu 
65 70 75 " 80 



Ser Phe Phe Gly lie Ala Phe Val Gin Ser lie Val Ser Ser Ser Asp 
85 90 95 



Asp Glu Glu Glu Asp Phe Leu Val Gly Pro Ala Arg Gly Ser Ser Ala 
100 105 110 



Ala Ala Ala Val Ala Pro Arg Ala Pro Ser Ser Pro Ala Gin Cys Ser 
115 120 125 



Leu Leu Gly Ser Pro His Asp Asp Ala Ala Arg Glu Arg Met Pro Glu 
130 135 140 



Glu Asp Glu Glu lie Val Ser Ser Val Val Ala Gly Lys Val Pro Ser 
145 150 155 160 



Tyr Val Leu Glu Thr Lys Leu Gly Asp Cys Arg Arg Ala Ala Gly lie 
165 170 175 



Arg Arg Glu Ala Val Arg Arg lie Thr Gly Arg Gin lie Glu Gly Leu 
180 ~ 185 190 



Pro Leu Asp Gly Phe Asp Tyr Ala Ser lie Leu Gly Gin Cys Cys Glu 
195 ~ 200 205 



Leu Pro Val Gly Tyr Val Gin Leu Pro Val Gly lie Ala Gly Pro Leu 
210 215 220 



Leu Leu Asp Gly Gin Arg Phe Tyr Val Pro Met Ala Thr Thr Glu Gly 
225 230 235 240 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala lie Ala Glu Ser 
245 250 255 
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Gly Gly Ala Val Ser Val Val Leu Arg Asp Gly Met Thr Arg Ala Pro 
260 265 " 270 



Val Ala Arg Leu Pro Thr Ala Arg Arg Ala Ala Glu Leu Lys Ala Phe 
275 280 285 



Leu Glu Asp Ser Val Asn Phe Asn Thr Leu Ser Met Val Phe Asn Arg 
290 ' 295 300 



Ser Ser Arg Phe Ala Arg Leu Gin Gly Val Gin Cys Ala Met Ala Gly 
305 310 315 320 



Arg Asn Leu Tyr Met Arg Phe Ser Cys Cys Thr Gly Asp Ala Met Gly 
325 330 335 



Met Asn Met Val Ser Lys Gly Glu Gin Asn Val Leu Asp Tyr Leu Gin 
340 345 350 



Asp Asp Phe Pro Asp Met Asp Val lie Ser lie Ser Gly Asn Phe Cys 
355 360 365 



Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys 
370 375 380 



Ser Val Val Cys Glu Ala Val lie Lys Glu Asp Val Val Lys Lys Val 
385 390 395 400 



Leu Lys Thr Asn Val Gin Ser Leu Val Glu Leu Asn Val lie Lys Asn 
405 410 415 • 



Leu Ala Gly Ser Ala Val Ala Gly Ala Leu Gly Gly Phe Asn Ala His 
420 425 430 



Ala Ser Asn lie Val Thr Ala lie Phe lie Ala Thr Gly Gin Asp Pro 
435 440 445 



Ala Gin Asn Val Glu Ser Ser His Cys lie Thr Met Leu Glu Ala Val 
450 455 460 



Asn Asp Gly Arg Asp Leu His lie Ser Val Thr Met Pro Ser lie Glu 
465 470 475 480 



Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser Gin Ala Ala Cys 
485 490 495 



Leu Asp Leu Leu Gly Val Lys Gly Ala Asn Arg Glu Ser Pro Gly Ser 



25156216 



-395- 



500 



505 



510 



Asn Ala Arg Leu Leu Ala Thr Val Val Ala Gly Gly Val Leu Ala Gly 
515 520 525 



Glu Leu Ser Leu Leu Ser Ala Leu Arg Ala Gly Gin Leu Val Lys Ser 
530 535 540 



His Met Lys Tyr Asn Arg Ser Ser Lys Asp Met Ser Lys Val lie Ser 
545 550 555 560 



<210> 251 
<211> 604 
<212> PRT 

<213> Capsicum annuum 
<400> 251 

Met Asp Val Arg Arg Arg Ser Glu Glu Ala Val Tyr Ser Ser Lys Val 
15 10 15 



Phe Ala Ala Asp Glu Lys Pro Leu Lys Pro His Lys Gin Gin Gin Glu 
20 25 30 



Glu Asp Asn Thr Leu Leu lie Asp Ala Ser Asp Ala Leu Pro Leu Pro 
35 40 45 



Leu Tyr Phe Thr Asn Gly Leu Phe Phe Thr Met Phe Phe Ser Val Met 
50 55 60 



Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys lie Arg Asn Ser Thr Pro 
65 70 75 80 



Leu His Val Val Thr Leu Ser Glu Leu Gly Ala lie Val Ser Leu lie 
85 90 95 



Ala Ser Val lie Tyr Leu Leu Gly Phe Phe Gly He Gly Phe Val Gin 
100 105 110 



Thr Phe Val Ala Arg Gly Asn Asn Asp Ser Trp Asp Glu Glu Asp Glu 
115 ^ " 120 125 



Asn Asp Glu Gin Phe He Leu Glu Glu Asp Ser Arg Arg Gly Pro Cys 
130 135 140 



Ala Ala Ala Thr Thr Leu Gly Cys Ala Val Pro Thr Pro Pro Ala Lys 
145 150 " ^ 155 160 
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His lie Ala Pro lie Val Pro Gin Gin Pro Ala Val Ser lie Ala Glu 
165 170 175 



Lys Pro Ala Pro Leu Val Thr Pro Ala Ala Ser Glu Glu Asp Glu Glu 
180 185 190 



lie lie Lys Ser Val Val Gin Gly Lys lie Pro Ser Tyr Ser Leu Glu 
195 200 205 



Ser Lys Leu Gly Asp Cys Lys Arg Ala Ala Ser lie Arg Lys Glu Val 
210 " 215 220 



Leu Gin Arg lie Thr Gly Lys Ser Leu Glu Gly Leu Pro Leu Asp Gly 
225 230 235 240 



Phe Asn Tyr Glu Ser lie Leu Gly Gin Cys Cys Glu Met Thr lie Gly 
245 250 255 



Tyr Val Gin lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asn Gly 
260 265 270 



Arg Glu Tyr Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala 
275 280 285 



Ser Thr Asn Arg Gly Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr 
290 295 300 



Ser lie Leu Leu Arg Asp Gly Met Thr Arg Ala Pro Cys Val Arg Phe 
305 310 315 320 



Gly Thr Ala Lys Arg Ala Ala Glu Leu Lys Phe Phe Val Glu Asp Pro 
325 330 335 



lie Asn Phe Glu Thr Leu Ala Asn Val Phe Asn Gin Ser Ser Arg Phe 
340 345 350 



Ala Arg Leu Gin Arg lie Gin Cys Ala lie Ala Gly Lys Asn Leu His 
355 360 365 



Met Arg Phe Val Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val 
370 375 380 



Ser Lys Gly Val Gin Asn Val Leu Asp Tyr Leu Gin Asn Glu Tyr Ala 
385 "* 390 395 400 



25156216 



-397- 



Asp Met Asp Val lie Gly lie Ser Ala Asn Phe Cys Ser Asp Lys Lys 
405 410 415 



Pro Ala Ala Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys 
420 425 430 



Glu Ala lie lie Thr Glu Glu Val Val Lys Lys Val Leu Lys Thr Glu 
435 440 445 



Val Ala Ala Leu Val Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser 
450 455 460 



Ala Leu Ala Gly Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie 
465 470 475 480 



Val Ser Ala Val Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn lie 
485 490 495 



Glu Ser Ser His Cys lie Thr Met Met Glu Ala Val Asn Asp Gly Lys 
500 505 510 



Asp Leu His lie Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val 
* 515 520 525 



Gly Gly Gly Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu 
530 535 540 



Gly Val Lys Gly Ala Asn Arg Glu Ala Pro Gly Ser Asn Ala Arg Leu 
545 550 555 560 



Leu Ala Thr lie Val Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu 
565 570 ~ 575 



Met Ser Ala lie Ser Ala Gly Gin Leu Val Asn Ser His Met Lys Tyr 
580 585 590 



Asn Arg Ser Thr Lys Asp Val Thr Lys Ala Ser Ser 
595 600 



<210> 252 
<211> 411 
<212> PRT 

<213> Pyrococcus abyssi 
<400> 252 

Met Lys Thr Leu Asn Val Glu Asp lie lie Glu Lys Val Ala Asn Gly 
15 10 15 
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Glu lie Lys Leu His Gin Val Glu Lys Tyr Val Asn Gly Asp Lys Arg 
20 25 30 



Leu Ala Thr Glu lie Arg Arg Lys Ala Leu Glu Arg Lys Leu Gly lie 
35 40 45 



Ser Leu Lys His lie Gly His Tyr Ser lie Asp Pro Asn Glu Leu lie 
50 55 60 



Gly Arg Asn lie Glu Asn Met lie Gly Val Val Gin lie Pro Met Gly 
65 70 75 80 



Val Ala Gly Pro Leu Lys lie Asn Gly Glu Tyr Ala Lys Gly Glu Phe 
85 90 95 



Tyr lie Pro Leu Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Val Asn 
100 105 110 



Arg Gly Cys Ser Ala Leu Thr Glu Ala Gly Gly Val Val Thr Thr lie 
115 120 125 



Leu Asp Asp Lys Met Thr Arg Ala Pro Leu lie Arg Cys Pro Asn Ala 
130 135 140 



Arg Arg Ala Arg Glu Val Ala Glu Trp Val Lys Glu Asn Leu Asn Tyr 
145 150 155 160 



Leu Gin Glu Lys Ala Val Ala Lys Val Thr Arg His Gly Lys Leu Arg 
165 " 170 " " 175 



Asp Val Lys Pro Phe lie Val Gly Asn Asn Leu Tyr Leu Arg Phe Glu 
180 185 190 



Phe Glu Thr Gly Asp Ala Met Gly Met Asn Met Val Thr lie Ala Ser 
195 200 205 



Glu Glu lie Met Lys Val lie Glu Glu Glu Phe Pro Asp Val Arg Tyr 
210 215 220 



Leu Ala Leu Ser Gly Asn Leu Cys Val Asp Lys Lys Pro Asn Ala Val 
225 230 " 235 240 



Asn Phe lie Leu Gly Arg Gly Lys Thr Val Val Ala Glu Ala He Val 
245 250 255 
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Pro Arg Glu lie Val Glu Lys Lys Leu Lys Thr Thr Pro Glu Leu lie 
260 265 270 



Ala Glu Val Asn Tyr Phe Lys Asn Leu Val Gly Ser Ala Gin Ala Gly 
275 ^ 280 285 



Ser Tyr Gly Phe Asn Ala His Phe Gly Asn lie Val Gly Ala lie Phe 
290 295 300 



Leu Ala Thr Gly Gin Asp Glu Ala Gin lie Thr Glu Gly Ser His Gly 
305 310 315 320 



lie Thr He Ala Glu Val Thr Pro Glu Gly Asp Leu Tyr He Ser He 
325 330 335 



Thr Met Pro Ser Leu Glu He Gly Thr Val Gly Gly Gly Thr Arg. Val 
340 345 350 



Pro Thr Gin Arg Glu Ala Leu Ser He Met Gly Val Ala Gly Gly Gly 
355 360 365 



Asp Pro Pro Gly Val Asn Ala Lys Lys Phe Ala Glu He Val Ala Gly 
370 375 380 



Ala Val Leu Ala Gly Glu Leu Ser Leu Leu Ala Ala He Ala Ala Lys 
385 390 395 .400 



His Leu Ala Arg Ala His Lys Met Leu Gly Arg 
405 410 



<210> 253 

<211> 411 

<212> PRT 

<213> Pyrococcus abyssi 

<400> 253 

Met Lys Thr Leu Asn Val Glu Asp He He Glu Lys Val Ala Asn Gly 
1 " 5 10 15 



Glu He Lys Leu His Gin Val Glu Lys Tyr Val Asn Gly Asp Lys Arg 
20 25 30 



Leu Ala Thr Glu He Arg Arg Lys Ala Leu Glu Arg Lys Leu Gly He 
35 40 45 



Ser Leu Lys His He Gly His Tyr Ser He Asp Pro Asn Glu Leu He 
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50 55 60 



Gly Arg Asn lie Glu Asn Met lie Gly Val Val Gin lie Pro Met Gly 
65 70 75 80 



Val Ala Gly Pro Leu Lys lie Asn Gly Glu Tyr Ala Lys Gly Glu Phe 
85 90 95 



Tyr lie Pro Leu Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Val Asn 
100 105 110 



Arg Gly Cys Ser Ala Leu Thr Glu Ala Gly Gly Val Val Thr Thr lie 
115 120 125 



Leu Asp Asp Lys Met Thr Arg Ala Pro Leu lie Arg Cys Pro Asn Ala 
130 ~ 135 140 



Arg Arg Ala Arg Glu Val Ala Glu Trp Val Lys Glu Asn Leu Asn Tyr 
145 " 150 155 160 



Leu Gin Glu Lys Ala Val Ala Lys Val Thr Arg His Gly Lys Leu Arg 
165 170 175 



Asp Val Lys Pro Phe lie Val Gly Asn Asn Leu Tyr Leu Arg Phe Glu 
180 185 190 



Phe Glu Thr Gly Asp Ala Met Gly Met Asn Met Val Thr lie Ala Ser 
195 200 205 



Glu Glu lie Met Lys Val lie Glu Glu Glu Phe Pro Asp Val Arg Tyr 
210 215 220 



Leu Ala Leu Ser Gly Asn Leu Cys Val Asp Lys Lys Pro Asn Ala Val 
225 230 235 240 



Asn Phe lie Leu Gly Arg Gly Lys Thr Val Val Ala Glu Ala lie Val 
245 250 255 



Pro Arg Glu lie Val Glu Lys Lys Leu Lys Thr Thr Pro Glu Leu lie 
260 ^ 265 270 



Ala Glu Val Asn Tyr Phe Lys Asn Leu Val Gly Ser Ala Gin Ala Gly 
275 280 285 



Ser Tyr Gly Phe Asn Ala His Phe Gly Asn lie Val Gly Ala lie Phe 
290 ' 295 300 
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Leu Ala Thr Gly Gin Asp Glu Ala Gin lie Thr Glu Gly Ser His Gly 
305 310 315 320 



He Thr He Ala Glu Val Thr Pro Glu Gly Asp Leu Tyr He Ser He 
325 330 335 



Thr Met Pro Ser Leu Glu He Gly Thr Val Gly Gly Gly Thr Arg Val 
340 345 350 



Pro Thr Gin Arg Glu Ala Leu Ser He Met Gly Val Ala Gly Gly Gly 
355 360 365 



Asp Pro Pro Gly Val Asn Ala Lys Lys Phe Ala Glu He Val Ala Gly 
370 375 380 



Ala Val Leu Ala Gly Glu Leu Ser Leu Leu Ala Ala He Ala Ala Lys 
385 390 395 400 



His Leu Ala Arg Ala His Lys Met Leu Gly Arg 
405 410 



<210> 254 
<211> 595 
<212> PRT 

<213> Solanum tuberosum 
<400> 254 

Met Asp Val Arg Arg Arg Ser Glu Lys Pro Val Tyr Pro Ser Lys Val 
15 10 15 



Phe Gly Ala Asp Glu Lys Pro Leu Lys Pro His Asn Asn Gin Gin Gin 
20 25 30 



Glu Asp Asn Asn Thr Leu Leu He Asp Ala Ser Asp Ala Leu Pro Leu 
35 40 45 



Pro Leu Tyr Leu Thr Asn Gly Leu Phe Phe Thr Met Phe Phe Ser Val 
50 55 60 



Met Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys He Arg Asn Ser Thr 
65 70 75 80 



Pro Leu His Val Val Thr Leu Ser Glu Leu Gly Ala He Val Ser Leu 
85 90 95 
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lie Ala Ser Val lie Tyr Leu Leu Gly Phe Phe Gly lie Gly Phe Val 
100 105 110 



Gin Thr Phe Val Ser Arg Gly Asn Asn Asp Ser Trp Asp Glu Asn Asp 
115 120 125 



Glu Glu Phe Leu Leu Lys Glu Asp Ser Arg Cys Gly Pro Ala Thr Thr 
130 135 140 



Leu Gly Cys Ala lie Pro Ala Pro Pro Ala Arg Gin lie Ser Pro Met 
145 150 155 160 



Ala Pro Pro Gin Pro Ala Met Ser Met Val Glu Lys Pro Ser Pro Leu 
165 170 175 



lie Thr Pro Ala Ser Ser Glu Glu Asp Glu Glu lie lie Asn Ser Val 
180 185 190 



Val Gin Gly Lys Phe Pro Ser Tyr Ser Leu Val lie Gin Leu Gly Asp 
195 200 205 



Val Ser Ala Ala Ala Ser Leu Arg Lys Glu Val Met Gin Arg lie Thr 
210 215 220 



Gly Lys Ser Leu Glu Gly Leu Pro Leu Glu Gly Phe Thr Tyr Glu Ser 
225 230 235 240 



lie Leu Gly Gin Cys Cys Glu Met Pro lie Gly Tyr Val Gin lie Pro 
245 250 255 



Val Gly lie Ala Gly Pro Leu Leu Leu Asn Gly Lys Glu Phe Ser Val 
260 265 270 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly 
275 280 285 



Cys Lys Ala lie Tyr Ala Ser Gly Gly Ala Thr Cys lie Val Leu Arg 
290 295 300 



Asp Gly Met Thr Arg Ala Pro Cys Val Arg Phe Gly Thr Ala Lys Arg 
305 310 315 320 



Ala Ala Glu Leu Lys Phe Phe Val Glu Asp Pro lie Lys Phe Glu Thr 
325 330 335 



Leu Ala Asn Val Phe Asn Gin Ser Ser Arg Phe Gly Arg Leu Gin Arg 
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340 



345 



350 



lie Gin Cys Ala lie Ala Gly Lys Asn Leu Tyr Met Arg Phe Val Cys 
355 360 365 



Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin 
370 375 380 



Asn Val Leu Asp Tyr Leu Gin Asn Glu Tyr Pro Asp Met Asp Val lie 
385 390 395 400 



Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn 
405 410 415 



Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Thr 
420 425 430 



Glu Glu Val Val Lys Lys Val Leu Lys Thr Glu Val Ala Ala Leu Val 
435 440 445 



Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala Gly Ala 
450 455 460 



Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Ser Ala Val Phe 
465 470 475 480 



lie Ala Thr Gly Gin Asp Pro Ala Gin Asn lie Glu Ser Ser His Cys 
485 490 495 



lie Thr Met Met Glu Ala Val Asn Asp Gly Lys Asp Leu His lie Ser 
500 505 510 



Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin 
515 520 525 



Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala 
530 535 540 



Asn Arg Glu Ala Pro Gly Ser Asn Ala Arg Leu Leu Ala Thr Val Val 
545 550 555 560 



Ala Gly Ser Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala lie Ser 
565 570 575 



Ala Gly Gin Leu Val Asn Ser His Met Lys Tyr Asn Arg Ser Thr Lys 
580 585 590 
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Ala Ser Ser 
595 



<210> 255 

<211> 833 

<212> PRT 

<213> Agrotis ipsilon 

<400> 255 

Met Lys Val Trp Gly Ala His Gly Glu Phe Cys Ala Arg His Gin Trp 
1 5 10 15 



Glu Val lie Val Ala Thr Leu Ala Leu Leu Ala Cys Ala Ala Ser Val 
20 25 30 



Glu Arg Asn Gly Pro Gly Asn Arg Ser Glu His Cys Ala Gly Trp Ala 
35 "* 4 0 45 



Arg Ala Cys Pro Gly Leu Glu Ala Glu Tyr Gin Ala Ala Asp Ala Val 
50 " " 55 60 



lie Met Thr Phe Val Arg Cys Ala Ala Leu Leu Tyr Ala Tyr Tyr Gin 
65 70 75 80 



lie Ser Asn Leu His Lys lie Ala Ser Lys Tyr Leu Leu lie lie Ala 
85 90 95 



Gly Val Phe Ser Thr Phe Ala Ser Phe lie Phe Thr Ser Ala Val Ala 
100 105 110 



Ser Leu Phe Trp Ser Glu Leu Ala Ser lie Lys Asp Ala Pro Phe Leu 
115 120 125 



Phe Leu Leu Val Ala Asp Val Ala Arg Gly Ala Arg Met Ala Lys Ala 
130 135 140 



Gly Trp Ser Ala Gly Glu Asp Gin Gly Lys Arg Val Gly Arg Ala Leu 
145 150 155 160 



Ala Leu Leu Gly Pro Thr Ala Thr Leu Asp Thr Leu Leu Ala Val Leu 
165 170 175 



Leu Val Gly Val Gly Ala Leu Ser Gly Val Pro Arg Leu Glu His Met 
180 185 190 
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Cys Thr Phe Ala Cys Leu Ala Leu Leu Val Asp Tyr Leu Val Phe Val 
195 " 200 205 



Thr Phe Tyr Pro Ala Cys Leu Ser Leu Val Ala Asp Phe Ala Ser Gly 
210 215 220 



Arg Lys Glu Met Ser Pro Asp Ser Pro Phe Ser Glu Ala Asp Leu Lys 
225 230 235 240 



Pro Asn Pro Val Val Gin Arg Val Lys Met lie Met Ala Ala Gly Leu 
245 250 255 



Leu Cys Val His Leu Thr Ser Arg Trp Pro Trp Ser Ser Asp Asn Gly 
260 265 270 



lie lie Glu Gly Pro Thr Asp Thr Leu Thr Pro Thr Ser Asn Asp Asn 
275 280 285 



lie Leu Leu His Ser Tyr Val Lys Trp Phe Ser Val Ser Ala Asp Tyr 
290 295 300 



lie Val lie Ala Thr Leu Leu Cys Ala Leu lie lie Lys Phe Val Phe 
305 310 315 320 



Phe Glu Glu Gin Arg Asn Trp Val lie Asp Met Asn Asp Met Thr Val 
325 330 335 



Lys Glu Val Val Gin Glu Gin Ala Arg Ser Lys Pro Lys Phe Ser Val 
340 345 350 



Gly Asp Asp Ser Asn Ser Glu Val Ser Thr Gin Thr Glu Gly Val Leu 
355 360 365 



Glu Asp Glu Trp Pro Thr Leu Ser Pro Ser Ser Ser Ala Ala Lys Leu 
370 375 380 



Asn Ser Lys Lys Arg Pro Met Ala Glu Cys Leu Glu lie Tyr Arg Ser 
385 390 " 395 ~ 400 



Glu Gly Ala Cys Val Ser Leu Ser Asp Glu Glu Val Val Met Leu Val 
405 410 415 



Glu Gin Ser His lie Pro Leu His Arg Leu Glu Ala Val Leu Gly Asp 
420 425 430 



Pro Leu Arg Gly Val Arg Leu Arg Arg Lys Val Val Gly Ala Arg Phe 
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435 



440 



445 



Gin Thr Glu Leu Ala lie Lys Gin Leu Pro Tyr Leu Asn Tyr Asp Tyr 
450 455 460 



Ser Lys Val Leu Asn Ala Cys Cys Glu Asn Val lie Gly Tyr Val Gly 
465 470 " 475 480 



Val Pro Val Gly Tyr Ala Gly Pro Leu Val Val Asp Gly Lys Pro Tyr 
485 490 495 



Met lie Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Thr Asn 
500 505 510 



Arg Gly Ala Lys Ala lie Gly lie Arg Gly Val Thr Ser Val Val Glu 
515 ' 520 525 



Asp Val Gly Met Thr Arg Ala Pro Ala lie Lys Leu Pro Asn Val Val 
530 " 535 540 



Arg Ala His Glu Cys Arg Gin Trp lie Asp Asn Lys Asp Asn Tyr Ala 
545 550 555 560 



Val lie Lys Glu Ala Phe Asp Ser Thr Ser Arg Phe Ala Arg Leu Gin 
565 570 575 



Glu lie His lie Gly Val Asp Gly Ala Thr Leu Tyr Leu Arg Phe Arg 
580 585 590 



Ala Thr Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Ala 
595 600 605 



Glu Asn Ala Leu Lys Leu Leu Lys Asn Tyr Phe Pro Asp Met Glu Val 
610 615 "* 620 



lie Ser Leu Ser Gly Asn Tyr Cys Ser Asp Lys Lys Ala Ala Ala lie 
625 ~ 630 635 640 



Asn Trp Val Lys Gly Arg Gly Lys Arg. Val Val Cys Glu Thr Thr lie 
64 5 650 ~ 655 



Thr Ser Asp Ser Leu Arg Thr lie Phe Lys Thr Asp Ala Lys Thr Leu 
660 665 670 



Ala Arg Cys Asn Lys lie Lys Asn Leu Ser Gly Ser Ala Leu Ala Gly 
675 ^ 680 685 



25156216 



-407- 



Ser lie Gly Gly Asn Asn Ala His Ala Ala Asn Met Val Thr Ala lie 
690 695 700 



Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Thr Ser Ser Asn 
705 710 715 720 



Cys Ser Thr Asn Met Glu Val Cys Gly Glu Asn Gly Glu Asp Leu Tyr 
725 730 735 



Val Thr Cys Thr Met Pro Ser Leu Glu Val Gly Thr Val Gly Gly Gly 
740 745 750 



Thr lie Leu Thr Gly Gin Gly Ala Cys Leu Asp lie Leu Gly Val Lys 
755 760 765 



Gly Ala Gly Ala Arg Pro Ala Glu Asn Ser Ala Arg Leu Ala Ser Leu 
770 775 780 



lie Cys Ala Thr Val Leu Ala Gly Glu Leu Ser Leu Met Ala Ala Leu 
785 790 795 800 



Val Asn Ser Asp Leu Val Lys Ser His Met Arg His Asn Arg Ser Thr 
805 810 815 



Val Asn Val Gin Val Gin Ala Glu Asn lie Thr Leu Lys Val Pro Thr 
820 825 830 



Leu 



<210> 256 

<211> 934 

<212> PRT 

<213> Pichia jadinii 

<400> 256 

Met Phe Tyr His Gly Ala Ser Ala Asn Gin His Trp lie Ala Val Asp 
1 5 10 15 



Asp Leu Ser Lys Val Pro Val Asp Val Asp His Tyr Asn Val Val Pro 
20 25 30 



Phe Gin Phe Arg Arg Ala Gly Glu Tyr Lys Glu Pro Val Leu Ser Gly 
35 40 45 
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lie Val Glu Leu Asp Glu Val Lys Phe Val Val Ser Gin Ser Asp Ala 
50 55 60 



Ala Glu Gin Trp Gin Gin Leu Thr Ala Glu Asp Gly Thr Val Trp Arg 
65 70 75 80 



Ser Arg Ala Tyr His Gly Lys Leu Gly Lys Tyr Ser Asp Met Ala Val 
85 90 95 



Gly Ala Phe Asn Lys Val Leu Asn Leu Val Arg Gly Ala Glu Thr Phe 
100 105 110 



Asp lie Ala Leu Val Thr Cys Ala Tyr lie Ala Met Phe Tyr Thr Leu 
115 120 125 



Phe Asn Leu Phe Ala Arg Met Arg Ala Val Gly Ser Lys Val Trp Leu 
130 135 140 



Gly Leu Ser Thr Leu Val Ser Ser Phe Phe Ala Phe Leu Phe Ala Leu 
145 150 155 160 



Tyr lie Thr Thr Arg Val Leu Asp Leu Ser lie Pro Phe Leu Ser Leu 
165 170 175 



Ser Glu Gly lie Pro Phe Phe Val Ala Val Val Gly Phe Asn Asn Lys 
180 185 190 



lie Leu Leu Ala Glu Lys Val Leu Gin Asn Gin Leu Asn Ala Gin Ser 
195 200 205 



Ser Lys Asn Asp Ala Pro Thr Val Leu Tyr Gin Ala Leu Arg Glu Gin 
210 ^ 215 220 



Gly Pro Leu Leu Leu Arg Asp His Leu Phe Met lie Thr Ala Phe Leu 
225 230 235 240 



Gly Cys Ser Phe Tyr Ala Ser Tyr Leu Asp Gly Leu Lys Asn Phe Cys 
245 250 255 



lie Leii Ala Ala Leu lie Leu Ala Phe Asp lie Leu Thr Thr Ser Thr 
260 265 270 



Phe Leu Ser Ala lie Leu Ser Leu Lys Leu Glu lie Asn Gin lie His 
275 280 285 



Arg Ser Thr Leu Leu Arg Glu Gin Leu Glu Asp Asp Gly Leu Thr Glu 
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290 295 300 



Thr Thr Val Asp Asp Val Leu Lys Ser Asn Ser Leu Ala Gly Thr Lys 
305 310 315 320 



Thr Phe Thr Asp Ala Pro Ser Thr Leu Val Thr Val Ala Lys Val Ala 
325 330 335 



Gly Val Ser Val Phe Phe Gly Leu His Phe Tyr Gly Phe Gly Ser Ala 
340 345 350 



Trp Leu Ser Asp Leu Ser Ala Gly Asn Glu Thr Asn Asp Thr Phe Thr 
355 360 365 



Leu Tyr Asp Ala Val Ala Asp Gin lie Pro lie Gly Ser Asn Gly Thr 
370 375 380 < 



Leu Val Thr Leu Phe Pro Thr Arg Phe Phe Leu Pro Glu Lys Leu Ser 
385 390 395 400 



Thr Gin He Glu Ala Val Val Leu Ser Phe He Gly Leu He Ser Thr 
405 410 415 



Ala Ala Arg Asp Lys Tyr He Ser Lys Phe He Leu Phe Ala Phe Ala 
420 425 430 



Val Ser Ala Ser He Asn Val Tyr Leu Leu Asn Val Ala Arg He His 
435 440 445 



Thr Thr Arg Leu Glu Asp Ala He Glu Leu Lys Lys Pro Lys Lys Lys 
450 455 460 



Ala Ser Lys Thr Ala Val Ser Val Pro Lys Ala Val Val Val Lys Asp 
465 470 475 480 



Ser Glu Thr Thr Lys Ser Ser Glu He Leu His Ser Ser Ser Glu Ser 
485 490 495 



Glu Ser Glu Gin Ser Ser Arg Pro Leu Glu Gin Val He Glu Leu Tyr 
500 505 510 



Lys Asp Gly Lys Val Lys Thr Leu Val Asp Asp Glu Val Val Ser Leu 
515 ~ 52 0 525 



Val Thr Ala Gly Lys Leu Pro Leu Tyr Ala Leu Glu Lys Gin Leu Gly 
530 535 540 
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Asp Asn Leu Arg Ala Val Ala lie Arg Arg Lys Ala lie Ser Asp Leu 
545 550 555 560 



Ala Asp Ala Pro Val Leu Arg Ser Asn Lys Leu Pro Tyr Leu His Tyr 
565 570 575 



Asp Tyr Asp Arg Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr 
580 585 590 



Met Pro Leu Pro Val Gly Val Ala Gly Pro Leu lie lie Asp Gly Lys 
595 600 605 



Pro Tyr His lie Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser 
610 615 620 



Ala Met Arg Gly Cys Lys Ala lie Asn Leu Gly Gly Gly Val Thr Thr 
625 630 635 640 



Val Leu Thr Lys Asp Gly Met Thr Arg Gly Pro Cys Val Lys Phe Pro 
645 650 655 



Ser Leu Lys Arg Ala Gly Gin Cys Lys Leu Trp Leu Asp Ser Asp Glu 
660 665 670 



Gly Gin Glu Glu Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala 
675 680 685 



Arg Leu Gin His Leu Gin Thr Ala Leu Ala Gly Asp Leu Leu Phe lie 
690 695 700 



Arg Phe Arg Thr Val Thr Gly Asp Ala Met Gly Met Asn Met lie Ser 
705 710 715 720 



Lys Gly Val Glu Tyr Ala Leu Lys Gin Met Thr Glu Val Phe Gly Trp 
725 730 735 



Asp Asp Met Met Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys 
740 745 750 



Lys Pro Ala Ala Val Asn Trp lie Asn Gly Arg Gly Lys Ser Val Val 
755 760 765 



Ala Glu Ala Ser lie Pro Lys Asp Ala Val Val Lys Val Leu Lys Ser 
770 775 780 
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Ser Val Lys Ala Val Val Asp Val Asn Val Asn Lys Asn Leu lie Gly 
785 790 795 800 



Ser Ala Met Ala Gly Ser Val Gly Gly Phe Asn Ala Gin Ala Ala Asn 
805 810 815 



Met Val Thr Ala Val Tyr Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn 
820 825 830 



Val Glu Ser Ser Asn Cys lie Thr Leu Met Thr Glu Thr Glu Asp Gly 
835 840 845 



Asp Leu Lys Val Ser Val Ser Met Pro Ser lie Glu Val Gly Thr lie 
850 855 860 



Gly Gly Gly Thr lie Leu Asp Pro Gin Gly Ser Met Leu Glu Leu Leu 
865 870 875 880 



Gly Val Arg Gly Pro Ala Asp Val Pro Gly Glu Asn Ala Arg Gin Leu 
885 890 895 



Ala Lys lie Val Ala Ser lie Val Leu Ser Gly Glu Leu Ser Leu Val 
900 905 910 



Ser Ala Leu Ala Ala Gly His Leu Val Gin Ser His Met Gin His Asn 
915 920 925 



Arg Ala Ala Ala Lys Lys 
930 



<210> 257 

<211> 628 

<212> PRT 

<213> Gossypium hirsutum 

<400> 257 

Met Glu Ala Ser Arg Arg Ser Ala Val Lys Pro Val lie Val Leu Lys 
1 5 10 15 



Pro Ser Lys Arg Phe Pro Leu Val Glu Asp Thr Pro Gly Lys Ala Ser 
20 25 30 



Asp Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr 
35 40 45 



Leu Phe Phe Thr Val Val Tyr Phe Leu Leu Ser Arg Trp Arg Glu Lys 
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50 55 60 



lie Arg Ala Ser lie Pro Leu His Ala Val Thr Phe Pro Glu lie Val 
65 70 75 80 



Ala lie Phe Ala Phe Val Ala Ser Leu lie Tyr Leu Leu Gly Phe Phe 
85 90 95 



Gly lie Asp Phe Val Gin Ser Leu lie lie Arg Pro Ser Gly Asp Val 
100 105 110 



Trp Ser Gly Glu Asp Tyr Glu Glu Glu Asn Glu Val Leu Leu His Glu 
115 ^ 120 125 



Glu Asp Ala Arg Thr Val Pro Cys Gly Gin Ala Leu Asp Cys Ser Val 
130 135 140 



Pro Ser Leu Pro His Met Ala Arg Asn Val Thr Ala Gin Arg Leu Phe 
145 150 155 160 



Asp Glu Lys Pro Val Arg Val Ala Thr Glu Glu Asp Ala Arg Lys Val 
165 170 175 



Ser Cys Gly Gin Ala Val Asp Cys Ser Leu His Ser Leu Pro Pro Arg 
180 185 190 



Pro Pro lie Val Thr Ser Gin Lys Leu Phe His Glu Lys Thr Val lie 
195 200 205 



Val Thr Thr Glu Glu Asp Glu Glu lie lie Lys Ser Val Val Ala Gly 
210 215 220 



Thr Leu Pro Ser Tyr Ser Leu Glu Ser Lys Leu Gly Asp Cys Lys Arg 
225 230 235 ~ 240 



Ala Ala Ala lie Arg Arg Glu Ala Leu Gin Arg Leu Thr Gly Arg Ser 
245 250 255 



Leu Ser Gly Leu Pro Leu Asp Gly Phe Asp Tyr Glu Ser lie Leu Gly 
260 265 270 



Gin Cys Cys Glu Met Pro Val Gly Tyr Val Gin He Pro Val Gly He 
275 280 285 



Ala Gly Pro Leu Leu Leu Asn Gly Arg Glu Tyr Ser Val Pro Met Ala 
290 295 300 
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Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Lys Ala 
305 310 315 320 



lie His Leu Ser Gly Gly Ala Thr Ser lie Leu Leu Lys Asp Gly Met 
325 330 * 335 



Thr Arg Ala Pro Val Val Arg Phe Ser Thr Ala Lys Arg Ala Ala Glu 
340 345 350 



Leu Lys Phe Tyr Leu Glu Asp Pro Glu Asn Phe Asp Thr Leu Ala Val 
355 360 365 



Val Phe Asn Arg Ser Ser Arg Phe Gly Arg Leu Gin Ser lie Lys Cys 
370 375 380 



Ala lie Ala Gly Lys Asn Leu Tyr Leu Arg Phe Thr Cys Ser Thr Gly 
385 390 395 400 



Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val Gin Asn Val Leu 
405 410 415 



Asp Phe Leu Gin Thr Asp Phe Pro Asp Met Asp Val lie Gly lie Ser 
420 425 430 



Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu 
435 440 445 



Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie lie Glu Gly Asp Val 
450 455 460 



Val Arg Lys Val Leu Lys Thr Ser Val Glu Ser Leu Val Glu Leu Asn 
465 470 475 480 



Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala Gly Ala Leu Gly Gly 
485 490 495 



Phe Asn Ala His Ala Ser Asn lie Val Thr Ala lie Tyr lie Ala Thr 
500 505 510 



Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser His Cys lie Thr Met 
515 520 525 



Met Glu Ala Val Asn Asp Gly Lys Asp Leu His lie Ser Val Thr Met 
530 535 540 
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Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr Gin Leu Ala Ser 
545 550 555 560 



Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys Gly Ala Ser Lys Asp 
565 570 575 



Val Ala Gly Ala Asn Ser Arg Met Leu Ala Thr lie Val Thr Gly Ala 
580 585 590 



Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly Gin 
595 600 605 



Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser Ser Lys Asp Met Ser 
610 615 * 620 



Asn Leu Ser Ser 
625 



<210> 258 

<211> 585 

<212> PRT 

<213> Gossypium hirsutum 

<400> 258 

Met Glu Thr His Arg Arg Ser Ser Thr Asn Ser lie Arg Ser His Lys 
1 5 10 15 



Pro Ala Arg Pro lie Ala Leu Glu Asp Asp Ser Thr Lys Ala Ser Asp 
20 25 30 



Ala Leu Pro Leu Pro Leu Tyr Leu Thr Asn Ala Val Phe Phe Thr Leu 
35 40 45 



Phe Phe Ser Ala Val Tyr Phe Leu Leu Cys Arg Trp Arg Glu Lys lie 
50 55 60 



Arg Ser Ser Thr Pro Leu His Val Val Thr Phe Ser Glu lie Val Ala 
65 70 75 80 



lie Leu Ala Ser Val Ala Ser Phe lie Tyr Leu Leu Gly Phe Phe Gly 
85 90 95 



lie Asp Phe Val Gin Ser Leu Val Leu Arg Pro Ser Ala Asp Val Trp 
100 105 " 110 



Ala Thr Glu Asp Asp Glu Val Glu Ser Glu Val Leu Leu Arg Asn Glu 
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115 



120 



125 



Asp Ala Arg His Val Pro Cys Gly Gin Ala Leu Asp Arg Ser lie Arg 
130 135 140 



Ser Leu Gin Pro Pro Glu Pro lie Val Thr Ala Glu Lys Val Phe Asp 
145 150 155 160 



Glu Met Pro Val Thr Val Met Thr Glu Glu Asp Glu Glu lie lie Arg 
165 170 175 



Ser Val Val Cys Gly Met Thr Pro Ser Tyr Ser Leu Glu Ser Lys Leu 
180 185 190 



Asp Asp Cys Lys Arg Ala Ala Ala lie Arg Arg Glu Ala Leu Gin Arg 
195 200 205 



lie Thr Gly Lys Ser Leu Ser Gly Leu Pro Leu Asp Gly Phe Asp Tyr 
210 215 220 



Glu Ser lie Leu Gly Gin Cys Cys Glu Met Pro Val Gly Tyr Glu Gin 
225 230 235 240 



lie Pro Val Gly lie Ala Gly Pro Leu Leu Leu Asn Gly Arg Glu Tyr 
245 250 255 



Ser Val Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn 
260 265 270 



Arg Gly Cys Lys Ala lie His Leu Ser Gly Gly Ala Thr Ser Val Leu 
275 280 285 



Leu Arg Asp Gly Met Thr Arg Ala Pro Val Val Arg Phe Gly Thr Ala 
290 295 300 



Lys Arg Ala Ala Asp Leu Lys Leu Tyr Leu Glu Asp Pro Glu Asn Phe 
305 310 " 315 320 



Glu Thr Leu Ala Cys Val Phe Asn Arg Ser Ser Arg Phe Ala Arg Leu 
325 330 335 



Gin Ser lie Lys Cys Ala lie Ala Gly Lys Asn Leu Tyr Leu Arg Phe 
340 ~ 345 350 



Ser Cys Phe Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly 
355 360 365 
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Val Gin Asn Val Leu Asp Phe Leu Gin Thr Asp Phe Pro Asp Met Asp 
370 375 380 



Val lie Gly lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ala Ala 
385 ~ 390 395 400 



Val Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie 
405 410 415 



lie Asn Gly Asp Val Val Thr Lys Val Leu Lys Thr Ser Val Glu Ser 
420 425 430 



Leu Val Glu Leu Asn Met Leu Lys Asn Leu Thr Gly Ser Ala Met Ala 
435 440 445 



Gly Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Thr Ala 
450 455 460 



Val Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser 
465 470 475 480 



His Cys lie Thr Met Met Glu Ala Val Asn Gly Gly Lys Asp Leu His 
485 490 495 



Val Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly 
500 505 510 



Thr Gin Leu Ala Ser Gin Ser Ala Cys Leu Asn Leu Leu Gly Val Lys 
515 520 525 



Gly Ala Ser Lys Glu Ser Pro Gly Ala Asn Ser lie Leu Leu Ala Thr 
530 535 540 



lie Val Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala 
545 550 555 560 



Leu Ala Ala Gly Gin Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser 
565 570 575 



Ser Lys Asp Val Ser Lys Val Ser Ser 
580 585 



<210> 259 
<211> 413 
<212> PRT 
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<213> Pyrococcus horikoshii 
<400> 259 

Met Gly Gly Gly Asn Leu Asn lie Glu Glu lie lie Glu Lys Val Ala 
15 10 15 



Asn Gly Glu lie Lys Phe Tyr Gin Val Glu Lys Tyr Val Asn Gly Asp 
20 25 30 



Lys Arg Leu Ala Thr Glu lie Arg Arg Lys Ala Leu Glu Lys Arg Leu 
35 40 45 



Gly lie Lys Leu His His lie Gly Tyr Tyr Ser lie Asp Pro Asn Glu 
50 55 60 



Leu He Gly Arg Asn He Glu Asn Met He Gly Val Val Gin He Pro 
65 70 75 80 



Met Gly Val Ala Gly Pro Leu Lys He Asn Gly Glu Tyr Ala Lys Gly 
85 90 95 



Glu Phe Tyr He Pro Leu Ala Thr Thr Glu Gly Ala Leu Val Ala Ser 
100 105 110 



Val Asn Arg Gly Cys Ser Ala Leu Thr Glu Ala Gly Gly Val Val Thr 
115 120 125 



Thr Leu He Asp Asp Lys Met Thr Arg Ala Pro Leu He Arg Cys Pro 
130 135 140 



Asn Ala Arg Arg Ala Arg Glu Val Ala Lys . Trp Val Glu Glu Asn Leu 
145 150 155 160 



Asp Tyr Leu Gin Glu Lys Ala Val Ser Lys Val Thr Arg His Gly Lys 
165 170 175 



Leu Arg Gly Val Lys Pro Phe He Val Gly Asn Asn Leu Tyr Leu Arg 
180 185 190 



Phe Glu Phe Glu Thr Gly Asp Ala Met Gly Met Asn Met Val Thr He 
195 200 205 



Ala Ser Glu Glu He Met Lys Val He Glu Glu Glu Phe Pro Asp Val 
210 215 220 



Arg Tyr Leu Ala Leu Ser Gly Asn Leu Cys Val Asp Lys Lys Pro Asn 
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225 



230 



235 



240 



Ala Val Asn Phe lie Leu Gly Arg Gly Lys Thr Val lie Ala Glu Ala 
245 250 255 



Val Val Pro Arg Lys lie Val Glu Lys Lys Leu Lys Thr Thr Pro Glu 
260 265 270 



Leu lie Ala Glu Val Asn Tyr Phe Lys Asn Leu Val Gly Ser Ala Gin 
275 280 285 



Ala Gly Ser Tyr Gly Phe Asn Ala His Phe Ala Asn lie Val Gly Ala 
290 295 300 



lie Phe Leu Ala Thr Gly Gin Asp Glu Ala Gin lie Thr Glu Gly Ala 
305 310 315 320 



His Gly lie Thr lie Ala Glu Val Thr Pro Asp Gly Asp Leu Tyr lie 
325 330 335 



Ser lie Thr Met Pro Ser Leu Glu lie Gly Thr Val Gly Gly Gly Thr 
340 345 350 



Arg Val Pro Ser Gin Arg Glu Ala Leu Glu lie Met Gly Val Ala Gly 
355 360 365 



Gly Gly Asp Pro Pro Gly lie Asn Ala Lys Lys Phe Ala Glu lie Val 
370 375 380 



Ala Gly Ala Val Leu Ala Gly Glu Leu Ser Leu Leu Ala Ala lie Ala 
385 390 395 400 



Ala Lys His Leu Ala Arg Ala His Lys Met Leu Gly Arg 
405 410 



<210> 260 

<211> 431 

<212> PRT 

<213> Borrelia burgdorferi 

<400> 260 

Met Asn Leu Glu Ser Leu Ser Ser Phe Met Glu Leu Ser Lys Asn Phe 
1 5 10 15 



Arg His Lys Ser Val Leu Glu Lys Arg Gin Glu lie Lys Ser Phe Leu 
20 25 30 
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Glu Leu Ser Tyr Lys Asp Phe Phe Tyr Asn Asn Ala Asn Glu Asp Phe 
35 40 45 



Leu Phe Asn Met lie Glu Asn Tyr lie Gly Tyr Leu Ser Phe Pro lie 
50 55 60 



Gly lie Val Lys Asn Leu Lys lie Asn Gly Lys Tyr Tyr Ser Leu Pro 
65 "* 70 75 80 



lie Ala Thr Glu Glu Ser Ser Val Val Ala Ala Leu Asn Phe Ala Ala 
85 90 95 



Lys lie Leu Glu Asn Ala Asp Leu Arg Tyr Ser Leu Gly Glu Val Leu 
100 105 110 



Gly lie Ser Gin lie Tyr lie Lys Ser Glu Lys Asp Leu Ser Lys lie 
115 120 125 



Phe Val Asp Leu Gly Asp Lys lie Lys Thr Trp lie Glu Pro Leu Leu 
130 135 140 



Thr Asn Met Asn Gin Arg Gly Gly Gly Phe Arg Arg Leu Ser Thr Arg 
145 150 155 160 



His lie Lys Glu Leu Gly lie Gin Lys Leu Asn lie Tyr Val Asp Thr 
165 " ^ 170 175 



Cys Asp Ala Met Gly Ala Asn Leu Leu Asn Ser lie Ala Glu Arg Val 
180 185 190 



Ala Glu Phe lie Phe Leu Glu Phe Gly Tyr Glu Cys Val Leu Lys Val 
195 200 205 



Leu Ser Asn Asp lie Ser Glu Phe Thr Ala Lys Ala Arg Phe Val Leu 
210 215 220 



Asp Phe Lys His Leu Leu Pro Gly Lys Glu Asp Ser Trp Asn Leu Ala 
225 230 235 240 



Lys Lys lie Glu Leu lie Ser Ser lie Gly Phe Tyr Glu Glu Glu Arg 
245 250 255 



Ala Val Thr Asn Asn Lys Gly lie Met Asn Gly lie Thr Gly Val Cys 
260 265 270 
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Leu Ala Thr Phe Asn Asp Thr Arg Ala Leu Glu Ala Ser Val His Lys 
275 280 285 



Phe Ala Ser Lys Ser Gly Lys Tyr Phe Pro Leu Ser Lys Phe Tyr Thr 
290 295 300 



Thr Asp Asn Ala Leu Val Gly Glu lie Glu lie Pro Leu Gin Val Gly 
305 310 315 320 



Thr Lys Gly Gly Val lie Ser Phe Asn Glu Ala Ser lie Leu Ser Phe 
325 330 335 



Lys lie Met Asn Val Asn Ser Lys Ser Glu Phe lie Gly lie Leu Ser 
340 345 350 



Cys Val Gly Leu Ala Ser Asn Phe Ala Ala Leu Arg Ala Leu Ala Phe 
355 360 365 



Asn Gly lie Gin Lys Gly His Met Arg Leu His Val Asn Lys lie Leu 
370 375 380 



His Leu Leu Lys Thr Lys Tyr Asn lie Ser Asp Phe Glu Lys Asp Lys 
385 ' 390 395 " 400 



Leu Leu Leu Glu Met Glu Arg Met Asn lie Tyr Ser Phe Asp Phe Ala 
405 410 415 



Phe Lys lie Leu Lys Lys lie Arg Leu Glu Asn Glu Asn Lys Val 
420 425 430 



<210> 261 

<211> 579 

<212> PRT 

<213> Zea mays 

<400> 261 

Met Glu Val Arg Gly Gly Val Gly Gin Gly Ser Ala Ala Arg His Pro 
15 10 15 



Pro Ala Pro Glu Pro Ser Arg Ala Ala Ala Arg Val Gin Ala Gly Asp 
20 25 30 



Ala Leu Pro Leu Pro lie Arg His Thr Asn Leu lie Phe Ser Ala Leu 
35 40 45 



Phe Ala Ala Ser Leu Ala Tyr Leu Met Arg Arg Trp Arg Glu Lys lie 
50 55 60 



25156216 



-421 - 



Arg Ser Ser Thr Pro Leu His Ala Val Gly Leu Ala Glu Met Leu Ala 
65 70 75 80 



lie Phe Gly Leu Val Ala Ser Leu lie Tyr Leu Leu Ser Phe Phe Gly 
85 90 95 



lie Ala Phe Val Gin Ser lie Val Ser Ser Gly Asp Asp Asp Glu Asp 
100 105 110 



Phe Leu Val Gly Ser Gly Ser Ser Gly Ser Ala Ala Ala Pro Ser Arg 
115 120 125 



Gin His Ala Gin Ala Pro Ala Pro Cys Glu Leu Leu Gly Ser Pro Ala 
130 135 140 



Ala Ala Pro Glu Lys Met Pro Glu Asp Asp Glu Glu lie Val Ala Ser 
145 150 155 160 



Val Val Ala Gly Lys Val Pro Ser Tyr Ala Leu Glu Ala Arg Leu Gly 
165 170 175 



Asp Cys Arg Arg Ala Ala Gly lie Arg Arg Glu Ala Leu Arg Arg lie 
180 185 190 



Thr Gly Arg Asp lie Glu Gly Leu Pro Leu Asp Gly Phe Asp Tyr Ala 
195 * 200 " 205 



Ser lie Leu Gly Gin Cys Cys Glu Leu Pro Val Gly Tyr Val Gin Leu 
210 215 220 



Pro Val Gly Val Ala Gly Pro Leu Leu Leu Asp Gly Arg Arg Phe Tyr 
225 230 235 240 



Leu Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg 
245 " 250 255 



Gly Cys Lys Ala lie Ala Glu Ser Gly Gly Ala Thr Ser Val Val Leu 
260 265 - 270 



Arg Asp Ala Met Thr Arg Ala Pro Val Ala Arg Phe Pro Thr Ala Arg 
275 280 285 



Arg Ala Ala Glu Leu Lys Ala Phe Leu Glu Asp Pro Ala Asn Phe Asp 
290 295 300 
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Thr Leu Ser Val Val Phe Asn Arg Ser Ser Arg Phe Ala Arg Leu Gin 
305 310 315 320 



Gly Val Gin Cys Ala Met Ala Gly Arg Asn Leu Tyr Met Arg Phe Ser 
325 330 335 



Cys Ser Thr Gly Asp Ala Met Gly Met Asn Met Val Ser Lys Gly Val 
340 345 350 



Gin Asn Val Leu Asp Phe Leu Gin Asp Asp Phe His Asp Met Asp Val 
355 360 365 



lie Ser lie Ser Gly Asn Phe Cys Ser Asp Lys Lys Pro Ser Ala Val 
370 "* 375 380 



Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Cys Glu Ala Val lie 
385 390 395 400 



Gly Glu Glu Val Val Lys Lys Val Leu Lys Thr Asp Val Gin Ser Leu 
4 05 410 415 



Val Glu Leu Asn Thr lie Lys Asn Leu Ala Gly Ser Ala Val Ala Gly 
420 425 430 



Ala Leu Gly Gly Phe Asn Ala His Ala Ser Asn lie Val Thr Ala lie 
435 440 445 



Phe lie Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser His 
450 455 460 



Cys lie Thr Met Leu Glu Pro Val Asn Ala Gly Arg Asp Leu His lie 
465 470 475 480 



Ser Val Thr Met Pro Ser lie Glu Val Gly Thr Val Gly Gly Gly Thr 
485 490 495 



Gin Leu Ala Ser Gin Ser Ala Cys Leu Asp Leu Leu Gly Val Arg Gly 
500.. 505 510 



Ala Ser Arg Asp Arg Pro Gly Ser Asn Ala Arg Leu Leu Ala Thr Val 
515 520 525 



Val Ala Gly Gly Val Leu Ala Gly Glu Leu Ser Leu Leu Ser Ala Leu 
530 " " 535 " 540 
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Ala Ala Gly Gin Leu Val Lys Ser His Met Lys Tyr Asn Arg Ser Ser 
545 550 555 560 



Lys Asp Val Ser Ser Thr Thr Ala Thr Glu Lys Thr Arg Gin Arg Glu 
565 570 575 



Val Asp Val 



<210> 262 

<211> 888 

<212> PRT 

<213> HUMAN 

<400> 262 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 ' 8 0 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Thr Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 
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Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Ala Asp Thr Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asn Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val lie Thr Leu Ser Leu Ala Leu Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Thr Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Gin Lys Lys Val Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Met Leu Val Arg Asn Asn Gin Lys Cys Asp Ser 
370 375 " 380 



Val Glu Glu Glu Thr Gly lie Asn Arg Glu Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Asp Thr Pro Asn Arg Ala Thr Phe Val 
405 410 415 
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Val Gly Asn Ser Ser Leu Leu Asp Thr Ser Ser Val Leu Val Thr Gin 
420 425 430 



Glu Pro Glu lie Glu Leu Pro Arg Glu Pro Arg Pro Asn Glu Glu Cys 
435 440 445 



Leu Gin lie Leu Gly Asn Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp 
4 50 4 55 " 4 60 



Ala Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys 
465 470 475 480 



Leu Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg 
485 490 " 495 



Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro Ser Ser Leu Gin Tyr Leu 
500 505 510 



Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu 
515 520 525 



Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu 
530 535 540 



Cys Leu Asp Glu Lys Glu Phe Gin Val Pro Met Ala Thr Thr Glu Gly 
545 550 555 560 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly 
565 570 575 



Gly Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro 
580 585 590 



Val Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp 
595 600 605 



Leu Glu Thr Ser Glu Gly Phe Ala Val lie Lys Glu Ala Phe Asp Ser 
610 615 620 



Thr Ser Arg Phe Ala Arg Leu Gin Lys Leu His Thr Ser lie Ala Gly 
625 630 635 640 



Arg Asn Leu Tyr lie Arg Phe Gin Ser Arg Ser Gly Asp Ala Met Gly 
645 650 655 
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Met Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Ser Lys Leu His 
660 665 670 



Glu Tyr Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys 
675 680 685 



Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys 
690 695 700 



Ser Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val 
705 710 715 720 



Leu Lys Thr Thr Thr Glu Ala Met lie Glu Val Asn lie Asn Lys Asn 
725 730 735 



Leu Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His 
740 745 ~ 750 



Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala 
755 760 765 



Ala Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser 
770 775 780 



Gly Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie 
785 790 795 800 



Glu lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala 
805 810 815 



Cys Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly 
820 825 830 



Glu Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala 
835 840 845 



Gly Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Lys 
850 855 860 



Ser His Met lie His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin 
865 870 875 880 



Gly Ala Cys Thr Lys Lys Thr Ala 
885 



<210> 263 
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<211> 887 
<212> PRT 

<213> Mesocricetus auratus 
<400> 263 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr He Phe Ser Ser Phe Val Phe Ser Thr Val Val He His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 " 125 



Leu Leu Leu He Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn He Ala Arg Gly 
145 150 155 160 



Met Ala He Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val He Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu He 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 
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Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Thr Glu His Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asp Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val Val Thr Leu Ser Leu Ala Phe Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Pro Lys Lys Ala Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Leu Leu Val Arg Arg Ser Glu Lys Leu Ser Ser 
370 375 380 



Val Glu Glu Glu Pro Gly Val Ser Gin Asp Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Val Glu Thr Glu Ser Ala Ser Arg Ala Thr Phe Val 
405 410 415 



Leu Gly Ala Ser Gly Thr Ser Pro Pro Val Ala Ala Arg Thr Gin Glu 
420 425 430 



Leu Glu lie Glu Leu Pro Ser Glu Pro Arg Pro Asn Glu Glu Cys Leu 
435 440 445 



Gin lie Leu Glu Ser Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp Ala 
450 455 460 
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Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys Leu 
465 470 475 480 



Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg Gin 
485 490 495 



Leu Leu Ser Thr Lys Leu Pro Glu Pro Ser Ser Leu Gin Tyr Leu Pro 
500 505 510 



Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu Asn 
515 520 525 



Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu Cys 
530 535 540 



Leu Asp Gly Lys Glu Tyr Gin Val Pro Met Ala Thr Thr Glu Gly Cys 
545 550 555 560 



Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly Gly 
565 570 575 



Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val 
580 585 590 



Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu 
595 " " 600 605 



Glu Thr Pro Glu Gly Phe Ala Val lie Lys Asp Ala Phe Asp Ser Thr 
610 615 620 



Ser Arg Phe Ala Arg Leu Gin Lys Leu His Val Thr Met Ala Gly Arg 
625 630 ' 635 ~ 640 



Asn Leu Tyr lie Arg Phe Gin Ser Lys Thr Gly Asp Ala Met Gly Met 
645 650 655 



Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Leu Lys Leu Gin Glu 
660 665 670 



Phe Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr 
675 680 685 



Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys Thr 
690 695 700 



Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val Leu 
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705 



710 



715 



720 



Lys Thr Thr Thr Glu Ala Met lie Asp Val Asn lie Asn Lys Asn Leu 
725 730 735 



Val Gly Ser Ala Met Ala Gly *Ser lie Gly Gly Tyr Asn Ala His Ala 
740 745 750 



Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala Ala 
755 760 765 



Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly 
770 775 780 



Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu 
785 790 795 800 



lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys 
805 810 815 



Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu 
820 ~ " 825 " " 830 



Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly 
835 840 845 



Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser 
850 855 860 



His Met Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly 
865 870 875 880 



Thr Cys Thr Lys Lys Ser Ala 
885 



<210> 264 
<211> 1045 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 264 

Met Ser Leu Pro Leu Lys Thr lie Val His Leu Val Lys Pro Phe Ala 
15 10 15 



Cys Thr Ala Arg Phe Ser Ala Arg Tyr Pro lie His Val lie Val Val 
20 25 30 
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Ala Val Leu Leu Ser Ala Ala Ala Tyr Leu Ser Val Thr Gin Ser Tyr 
35 40 45 



Leu Asn Glu Trp Lys Leu Asp Ser Asn Gin Tyr Ser Thr Tyr Leu Ser 
50 55 60 



lie Lys Pro Asp Glu Leu Phe Glu Lys Cys Thr His Tyr Tyr Arg Ser 
65 70 75 80 



Pro Val Ser Asp Thr Trp Lys Leu Leu Ser Ser Lys Glu Ala Ala Asp 
85 90 95 



lie Tyr Thr Pro Phe His Tyr Tyr Leu Ser Thr lie Ser Phe Gin Ser 
100 105 110 



Lys Asp Asn Ser Thr Thr Leu Pro Ser Leu Asp Asp Val lie Tyr Ser 
115 120 125 



Val Asp His Thr Arg Tyr Leu Leu Ser Glu Glu Pro Lys lie Pro Thr 
130 135 140 



Glu Leu Val Ser Glu Asn Gly Thr Lys Trp Arg Leu Arg Asn Asn Ser 
145 150 155 160 



Asn Phe lie Leu Asp Leu His Asn lie Tyr Arg Asn Met Val Lys Gin 
165 170 175 



Phe Ser Asn Lys Thr Ser Glu Phe Asp Gin Phe Asp Leu Phe lie lie 
180 185 190 



Leu Ala Ala Tyr Leu Thr Leu Phe Tyr Thr Leu Cys Cys Leu Phe Asn 
195 200 205 



Asp Met Arg Lys lie Gly Ser Lys Phe Trp Leu Ser Phe Ser Ala Leu 
210 215 220 



Ser Asn Ser Ala Cys Ala Leu Tyr Leu Ser Leu Tyr Thr Thr His Ser 
225 ^ 230 235 240 



Leu Leu Lys Lys Pro Ala Ser Leu Leu Ser Leu Val lie Gly Leu Pro 
245 250 255 



Phe lie Val Val lie lie Gly Phe Lys His Lys Val Arg Leu Ala Ala 
260 265 270 
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Phe Ser Leu Gin Lys Phe His Arg lie Ser lie Asp Lys Lys lie Thr 
275 280 285 



Val Ser Asn lie lie Tyr Glu Ala Met Phe Gin Glu Gly Ala Tyr Leu 
290 295 300 



lie Arg Asp Tyr Leu Phe Tyr lie Ser Ser Phe lie Gly Cys Ala lie 
305 310 315 320 



Tyr Ala Arg His Leu Pro Gly Leu Val Asn Phe Cys lie Leu Ser Thr 
325 330 335 



Phe Met Leu Val Phe Asp Leu Leu Leu Ser Ala Thr Phe Tyr Ser Ala 
340 345 350 



lie Leu Ser Met Lys Leu Glu lie Asn lie lie His Arg Ser Thr Val 
355 360 365 



lie Arg Gin Thr Leu Glu Glu Asp Gly Val Val Pro Thr Thr Ala Asp 
370 375 380 



lie lie Tyr Lys Asp Glu Thr Ala Ser Glu Pro His Phe Leu Arg Ser 
385 390 395 400 



Asn Val Ala lie lie Leu Gly Lys Ala Ser Val lie Gly Leu Leu Leu 
405 410 415 



Leu lie Asn Leu Tyr Val Phe Thr Asp Lys Leu Asn Ala Thr lie Leu 
420 "* 425 ' 430 



Asn Thr Val Tyr Phe Asp Ser Thr lie Tyr Ser Leu Pro Asn Phe lie 
435 440 445 



Asn Tyr Lys Asp lie Gly Asn Leu Ser Asn Gin Val lie lie Ser Val 
450 455 460 



Leu Pro Lys Gin Tyr Tyr Thr Pro Leu Lys Lys Tyr His Gin lie Glu 
465 470 475 480 



Asp Ser Val Leu Leu lie lie Asp Ser Val Ser Asn Ala lie Arg Asp 
485 490 495 



Gin Phe lie Ser Lys Leu Leu Phe Phe Ala Phe Ala Val Ser lie Ser 
500 505 510 



lie Asn Val Tyr Leu Leu Asn Ala Ala Lys lie His Thr Gly Tyr Met 
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515 



520 



525 



Asn Phe Gin Pro Gin Ser Asn Lys lie Asp Asp Leu Val Val Gin Gin 
530 535 540 



Lys Ser Ala Thr lie Glu Phe Ser Glu Thr Arg Ser Met Pro Ala Ser 
545 550 555 560 



Ser Gly Leu Glu Thr Pro Val Thr Ala Lys Asp lie lie lie Ser Glu 
565 570 575 



Glu lie Gin Asn Asn Glu Cys Val Tyr Ala Leu Ser Ser Gin Asp Glu 
580 585 590 



Pro lie Arg Pro Leu Ser Asn Leu Val Glu Leu Met Glu Lys Glu Gin 
595 600 605 



Leu Lys Asn Met Asn Asn Thr Glu Val Ser Asn Leu Val Val Asn Gly 
610 615 620 



Lys Leu Pro Leu Tyr Ser Leu Glu Lys Lys Leu Glu Asp Thr Thr Arg 
625 630 " 635 640 



Ala Val Leu Val Arg Arg Lys Ala Leu Ser Thr Leu Ala Glu Ser Pro 
645 650 655 



lie Leu Val Ser Glu Lys Leu Pro Phe Arg Asn Tyr Asp Tyr Asp Arg 
660 ~ 665 " 670 



Val Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro 
675 ~ 680 685 



Val Gly Val lie Gly Pro Leu lie lie Asp Gly Thr Ser Tyr His lie 
690 695 700 



Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Ala Met Arg Gly 
705 710 715 720 



Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Thr Thr Val Leu Thr Lys 
725 730 735 



Asp Gly Met Thr Arg Gly Pro Val Val Arg Phe Pro Thr Leu lie Arg 
740 745 750 



Ser Gly Ala Cys Lys lie Trp Leu Asp Ser Glu Glu Gly Gin Asn Ser 
755 760 765 
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lie Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu Gin His 
770 775 780 



lie Gin Thr Cys Leu Ala Gly Asp Leu Leu Phe Met Arg Phe Arg Thr 
785 790 795 800 



Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly Val Glu 
805 810 815 



Tyr Ser Leu Lys Gin Met Val Glu Glu Tyr Gly Trp Glu Asp Met Glu 
820 825 830 



Val Val Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala 
835 840 845 



lie Asn Trp lie Glu Gly Arg Gly Lys Ser Val Val Ala Glu Ala Thr 
850 855 860 



lie Pro Gly Asp Val Val Lys Ser Val Leu Lys Ser Asp Val Ser Ala 
865 870 875 880 



Leu Val Glu Leu Asn lie Ser Lys Asn Leu Val Gly Ser Ala Met Ala 
885 890 895 



Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn Leu Val Thr Ala 
900 905 910 



Leu Phe Leu Ala Leu Gly Gin Asp Pro Ala Gin Asn Val Glu Ser Ser 
915 ~ 920 925 



Asn Cys lie Thr Leu Met Lys Glu Val Asp Gly Asp Leu Arg lie Ser 
930 935 940 



Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly Thr Val 
945 950 955 960 



Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg Gly Pro 
965 970 975 



His Pro Thr Glu Pro Gly Ala Asn Ala Arg Gin Leu Ala Arg lie lie 
980 985 990 



Ala Cys Ala Val Leu Ala Gly Glu Leu Ser Leu Cys Ser Ala Leu Ala 
995 1000 1005 
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Ala Gly His Leu Val Gin Ser His Met Thr His Asn Arg Lys Thr 
1010 1015 1020 



Asn Lys Ala Asn Glu Leu Pro Gin Pro Ser Asn Lys Gly Pro Pro 
1025 1030 1035 



Cys Lys Thr Ser Ala Leu Leu 
1040 1045 



<210> 265 
<211> 833 
<212> PRT 

<213> Saccharomyces cerevisiae 
<400> 265 

Met lie Thr Leu Leu Leu Tyr Leu Cys Val lie Cys Asn Ala lie Val 
15 10 15 



Leu lie Arg Ala Asp Ser lie Ala Asp Pro Trp Pro Glu Ala Arg His 
20 25 30 



Leu Leu Asn Thr lie Ala Lys Ser Arg Asp Pro Met Lys Glu Ala Ala 
35 40 45 



Met Glu Pro Asn Ala Asp Glu Phe Val Gly Phe Tyr Val Pro Met Asp 
50 55 60 



Tyr Ser Pro Arg Asn Glu Glu Lys Asn Tyr Gin Ser lie Trp Gin Asn 
65 70 75 80 



Glu lie Thr Asp Ser Gin Arg His lie Tyr Glu Leu Leu Val Gin Ser 
85 90 95 



Ser Glu Gin Phe Asn Asn Ser Glu Ala Thr Tyr Thr Leu Ser Gin lie 
100 105 110 



His Leu Trp Ser Gin Tyr Asn Phe Pro His Asn Met Thr Leu Ala His 
115 120 125 



Lys Tyr Leu Glu Lys Phe Asn Asp Leu Thr His Phe Thr Asn His Ser 
130 135 140 



Ala lie Phe Asp Leu Ala Val Met Tyr Ala Thr Gly Gly Cys Ala Ser 
145 150 155 160 



Gly Asn Asp Gin Thr Val lie Pro Gin Asp Ser Ala Lys Ala Leu Leu 
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165 170 175 



Tyr Tyr Gin Arg Ala Ala Gin Leu Gly Asn Leu Lys Ala Lys Gin Val 
180 185 " 190 



Leu Ala Tyr Lys Tyr Tyr Ser Gly Phe Asn Val Pro Arg Asn Phe His 
195 ~ 200 205 



Lys Ser Leu Val Leu Tyr Arg Asp lie Ala Glu Gin Leu Arg Lys Ser 
210 215 220 



Tyr Ser Arg Asp Glu Trp Asp lie Val Phe Pro Tyr Trp Glu Ser Tyr 
225 230 235 240 



Asn Val Arg lie Ser Asp Phe Glu Ser Gly Leu Leu Gly Lys Gly Leu 
245 250 255 



Asn Ser Val Pro Ser Ser Thr Val Arg Lys Arg Thr Thr Arg Pro Asp 
260 265 270 



lie Gly Ser Pro Phe lie Ala Gin Val Asn Gly Val Gin Met Thr Leu 
275 280 285 



Gin lie Glu Pro Met Gly Arg Phe Ala Phe Asn Gly Asn Asp Gly Asn 
290 295 300 



lie Asn Gly Asp Glu Asp Asp Glu Asp Ala Ser Glu Arg Arg lie lie 
305 " 310 315 320 



Arg lie Tyr Tyr Ala Ala Leu Asn Asp Tyr Lys Gly Thr Tyr Ser Gin 
325 330 335 



Ser Arg Asn Cys Glu Arg Ala Lys Asn Leu Leu Glu Leu Thr Tyr Lys 
340 345 350 



Glu Phe Gin Pro His Val Asp Asn Leu Asp Pro Leu Gin Val Phe Tyr 
355 360 365 



Tyr Val Arg Cys Leu Gin Leu Leu Gly His Met Tyr Phe Thr Gly Glu 
370 375 380 



Gly Ser Ser Lys Pro Asn lie His Met Ala Glu Glu lie Leu Thr Thr 
385 390 395 400 



Ser Leu Glu' lie Ser Arg Arg Ala Gin Gly Pro lie Gly Arg Ala Cys 
405 410 415 
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lie Asp Leu Gly Leu lie Asn Gin Tyr lie Thr Asn Asn lie Ser Gin 
420 425 430 



Ala lie Ser Tyr Tyr Met Lys Ala Met Lys Thr Gin Ala Asn Asn Gly 
435 440 445 



lie Val Glu Phe Gin Leu Ser Lys Leu Ala Thr Ser Phe Pro Glu Glu 
450 455 460 



Lys lie Gly Asp Pro Phe Asn Leu Met Glu Thr Ala Tyr Leu Asn Gly 
465 ~ . 470 475 480 



Phe lie Pro Ala lie Tyr Glu Phe Ala Val Met lie Glu Ser Gly Met 
485 490 495 



Asn Ser Lys Ser Ser Val Glu Asn Thr Ala Tyr Leu Phe Lys Thr Phe 
500 505 510 



Val Asp Lys Asn Glu Ala lie Met Ala Pro Lys Leu Arg Thr Ala Phe 
515 520 525 



Ala Ala Leu lie Asn Asp Arg Ser Glu Val Ala Leu Trp Ala Tyr Ser 
530 535 540 



Gin Leu Ala Glu Gin Gly Tyr Glu Thr Ala Gin Val Ser Ala Ala Tyr 
545 550 555 560 



Leu Met Tyr Gin Leu Pro Tyr Glu Phe Glu Asp Pro Pro Arg Thr Thr 
565 570 575 



Asp Gin Arg Lys Thr Leu Ala lie Ser Tyr Tyr Thr Arg Ala Phe Lys 
580 585 590 



Gin Gly Asn lie Asp Ala Gly Val Val Ala Gly Asp lie Tyr Phe Gin 
595 600 605 



Met Gin Asn Tyr Ser Lys Ala Met Ala Leu Tyr Gin Gly Ala Ala Leu 
610 615 620 



Lys Tyr Ser lie Gin Ala lie Trp Asn Leu Gly Tyr Met His Glu His 
625 630 635 640 



Gly Leu Gly Val Asn Arg Asp Phe His Leu Ala Lys Arg Tyr Tyr Asp 
645 " 650 655 
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Gin Val Ser Glu His Asp His Arg Phe Tyr Leu Ala Ser Lys Leu Ser 
660 665 670 



Val Leu Lys Leu His Leu Lys Ser Trp Leu Thr Trp lie Thr Arg Glu 
675 680 685 



Lys Val Asn Tyr Trp Lys Pro Ser Ser Pro Leu Asn Pro Asn Glu Asp 
690 695 700 



Thr Gin His Ser Lys Thr Ser Trp Tyr Lys Gin Leu Thr Lys lie Leu 
705 710 715 720 



Gin Arg Met Arg His Lys Glu Asp Ser Asp Lys Ala Ala Glu Asp Ser 
725 730 735 



His Lys His Arg Thr Val Val Gin Asn Gly Ala Asn His Arg Gly Asp 
740 745 750 



Asp Gin Glu Glu Ala Ser Glu lie Leu Gly Phe Gin Met Glu Asp Leu 
755 760 " 765 



Val Thr Met Gly Cys lie Leu Gly lie Phe Leu Leu Ser lie Leu Met 
770 ^ ~ 775 780 



Ser Thr Leu Ala Ala Arg Arg Gly Trp Asn Val Arg Phe Asn Gly Ala 
785 790 795 800 



Gin Leu Asn Ala Asn Gly Asn Arg Gin Gin Glu Gin Gin Gin Gin Gin 
805 810 815 



Gin Ala Gin Gly Pro Pro Gly Trp Asp Phe Asn Val Gin lie Phe Ala 
820 825 830 



He 



<210> 266 
<211> 887 
<212> PRT 

<213> Mesocricetus auratus 
<400> 266 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val He Val Gly Thr Val Thr Leu Thr He Cys Met Met 
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20 



25 



30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 " 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu. Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 
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Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Thr Glu His Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asp Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val Val Thr Leu Ser Leu Ala Phe Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Pro Lys Lys Ala Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Leu Leu Val Arg Arg Ser Glu Lys Leu Ser Ser 
370 375 380 



Val Glu Glu Glu Pro Gly Val Ser Gin Asp Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Val Glu Thr Glu Ser Ala Ser Arg Ala Thr Phe Val 
405 410 415 



Leu Gly Ala Ser Gly Thr Ser Pro Pro Val Ala Ala Arg Thr Gin Glu 
420 425 430 



Leu Glu lie Glu Leu Pro Ser Glu Pro Arg Pro Asn Glu Glu Cys Leu 
435 440 445 



Gin lie Leu Glu Ser Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp Ala 
450 455 460 



Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys Leu 
465 470 475 " 480 



Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg Gin 
485 490 495 



Leu Leu Ser Thr Lys Leu Pro Glu Pro Ser Ser Leu Gin Tyr Leu Pro 
500 505 510 
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Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu Asn 
515 520 525 



Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu Cys 
530 535 540 



Leu Asp Gly Lys Glu Tyr Gin Val Pro Met Ala Thr Thr Glu Gly Cys 
545 550 555 560 



Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly Gly 
565 570 575 



Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro Val 
580 585 590 



Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp Leu 
595 600 605 



Glu Thr Pro Glu Gly Phe Ala Val lie Lys Asp Ala Phe Asp Ser Thr 
610 615 620 



Ser Arg Phe Ala Arg Leu Gin Lys Leu His Val Thr Met Ala Gly Arg 
625 630 635 640 



Asn Leu Tyr lie Arg Phe Gin Ser Lys Thr Gly Asp Ala Met Gly Met 
645 650 655 



Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Leu Lys Leu Gin Glu 
660 ' 665 670 



Phe Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys Thr 
675 680 685 



Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys Thr 
690 695 700 



Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val Leu 
705 710 715 720 



Lys Thr Thr Thr Glu Ala Met lie Asp Val Asn lie Asn Lys Asn Leu 
725 730 735 



Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His Ala 
740 745 750 
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Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala Ala 
755 760 765 



Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser Gly 
770 ^ 775 780 



Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie Glu 
785 790 795 800 



lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala Cys 
805 810 815 



Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly Glu 
820 825 830 



Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala Gly 
835 840 845 



Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Arg Ser 
850 855 860 



His Met Val His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin Gly 
865 870 875 880 



Thr Cys Thr Lys Lys Ser Ala 
885 



<210> 267 
<211> 1176 
<212> PRT 

<213> Phycomyces blakesleeanus 
<400> 267 

Met Ser Leu Pro Asn His Ser Gly Ser Ser Ala Phe Lys Ser Phe Ser 
15 10 15 



Tyr lie Val Gly Thr Gly lie Lys Arg Ala Ala Lys Leu Ser Thr Arg 
20 25 30 



Asn Pro lie Glu Met lie Val Val Val Leu lie Leu Ser Ser Phe Ser 
35 40 45 



Tyr Phe Tyr Leu Phe Asn Leu Ala Arg Thr Ser Asp lie Phe Ser Gly 
50 55 60 



Thr Val Thr Arg Leu Tyr Pro Thr Ser Val Tyr Ala Pro Thr Lys Asp 
65 70 75 "* 80 
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His Ser Phe Ser Val Val Asp Arg Thr Ala Asp Ser Thr lie Ala Asn 
85 90 95 



Asn Ala Val Lys Val His Leu His Gin lie Val Val Ser Asp Pro Lys 
100 105 110 



His Gly Val Leu Ser Arg Gin Thr Leu Ala Ser Val Leu Arg Phe Gin 
115 ~ 120 125 



Gin Met Ala Glu Asn Glu lie Tyr Val Pro Asp Ser Thr Ala Val Asn 
130 135 140 



Arg Phe Ala Phe Asn Lys Asp Leu Cys Tyr Lys Thr Thr Leu Pro Ser 
145 150 155 160 



Ser Tyr Ser Ser His Ser Ser Asp Ser Asn Ser Asn Ser Asn Leu Asn 
165 170 175 



Ser Lys Thr Ser Pro Cys Phe Ala His Ser Pro Ala Asp lie Trp Gin 
180 185 190 



Asp Glu Ala Thr Leu Leu Ala Asp Lys Asn lie Arg Ser Thr lie Glu 
195 200 205 



Ala Asn Leu Asp Thr Ala Lys Asn Val Phe Gly Asp Leu Gin Leu Asn 
210 215 220 



Ala Thr Tyr Ala Ser Ser Val Thr Leu Ser Tyr Ala Phe Asn Thr Thr 
225 230 235 240 



Gly Asp Tyr Arg Glu His Leu Ala Asp Met Trp Lys His Lys Val Ala 
245 250 255 



Thr Leu Pro Pro Ala Asp Leu Val Ser Leu Ser Asn lie Gly Gin Gin 
260 265 270 



Glu Asn Val Phe Ala Trp Leu Phe lie Val Thr Arg Asn Val lie Phe 
275 280 285 



Arg Val Lys Glu Leu lie Asp Leu Ala Asp Asn lie Asp lie lie Val 
290 295 300 



lie Leu Val Gly Tyr lie Met Met lie Ala Thr Phe lie Ser Leu Tyr 
305 310 315 320 
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Val Asn Met Arg Ala Met Gly Ser Arg Tyr Thr Leu Ala Thr Ala Val 
325 330 335 



Val Phe Asn Gly Phe Phe Ser Phe Met Leu Ala Leu Leu Thr Val Arg 
340 345 350 



Ala Leu Gly Val Asp Val Tyr Pro Val Val Leu Ala Glu Ala lie Pro 
355 360 365 



Phe Leu Ala Val Thr lie Gly Phe Glu Arg Pro Phe Lys Leu Thr Lys 
370 375 380 



Arg Val Phe Gin Phe Ser Lys Glu Thr Pro Leu Thr Lys Gin Glu lie 
385 390 395 400 



Arg Thr Thr lie Met Arg Ala Val Asp Thr Val Ala Leu Pro lie Ala 
405 410 415 



Arg Asp Cys Phe Met Glu lie lie Val Leu Val Leu Gly Ala Lys Ser 
420 425 430 



Gly lie Ser Gly Leu Glu Glu Phe Cys Leu Leu Ser Ala lie Leu Leu 
435 440 445 



Ala Tyr Asp Phe lie lie Met Phe Thr Trp Tyr Thr Ala Val Leu Ala 
450 455 460 



Leu Lys Leu Glu Leu Leu Arg lie Arg Glu lie Asn Gly lie Ser Ala 
465 ^ 470 ~ " 475 480 



Asp Asp lie Lys Lys Gly Thr Lys Lys Ser Thr Gly Tyr lie Arg Arg 
4 85 490 495 



Thr Val lie Lys Ala Phe Ser Asp Asp His Ala Ala Gly Ala Asn Thr 
500 505 510 



Ala Asn Gin Lys Ala Asp Gly Pro lie lie Gly Arg Val Lys Leu Leu 
515 520 525 



Met lie Val Gly Phe Val Val Met His lie Phe Lys Phe Cys Ser Ala 
530 535 540 



Phe Gin Ser Val Gly Pro Gin Val Asn lie Thr Glu Pro Ser lie Ala 
545 550 555 560 
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Val Val Leu Asp Gin Leu Leu Glu Gin His Lys Ala Ser Ser Gin Ala 
565 570 575 



Ser Leu Pro Leu Phe Val Gin Val Phe Pro Ala Met Pro Phe His Val 
580 585 590 



Ala Thr Val Asn Lys Ser Phe Val Pro Asp Ala lie Thr Arg Pro Leu 
595 ' 600 605 



Glu Ala Leu Phe Asp Thr Tyr Ala Val Tyr He Gin His Pro Val He 
610 615 620 



Ser Lys Trp Leu Thr lie Ala Leu Phe Val Ser Leu Phe Leu Asn Thr 
625 630 635 640 



Tyr Leu Phe Asn Val Ala Lys Gin Pro Lys Gin He Val Glu Gin Val 
645 650 655 



Asn Gin Asp Lys Lys He Thr Asn Ala He Glu Ser Thr Asn Asn Thr 
660 665 670 



His He Glu Val Thr Glu Lys Gin Lys Pro Thr He Gin Ser Pro Gly 
675 680 685 



Pro Val Val Ser Ser Ala Val Val Met Ser Pro Asn His Lys Arg Ser 
690 695 700 



His Asn His His His Ser His Ser His Ser His Asn His His Ser Asn 
705 710 715 720 



His His Gin Ser Asp He Val Arg Pro He Asp Glu Cys Val Ala Leu 
725 730 735 



Val Arg Thr Pro Glu Met Leu Asn Asp Glu Glu Val He Ser Leu Val 
740 745 750 



Glu Asn Gly Lys Met Ala Ser Tyr Ala Leu Glu Lys Val Leu Gly Asp 
755 ~ 760 765 



Leu Gin Arg Ala Val Gly He Arg Arg Ala Leu He Ser Arg Ala Ser 
770 " 775 780 



lie Thr Lys Thr Leu Glu Ala Ser Ala Leu Pro Leu Glu Asn Tyr His 
785 790 795 800 



Tyr Asp Lys Val Met Gly Ala Cys Cys Glu Asn Val He Gly Tyr Met 
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805 



810 



815 



Pro lie Pro Val Gly Val Ala Gly Pro Met Asn lie Asp Gly Asp Leu 
820 ~ 825 830 



lie His He Pro Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr 
835 840 845 



Ala Arg Gly Cys Lys Ala He Asn Ala Gly Gly Gly Ala Ser Thr He 
850 855 860 



Val He Ala Asp Gly Met Thr Arg Gly Pro Cys Val Glu Phe Pro Thr 
865 870 875 880 



He Leu Arg Ala Ala Ala Cys Lys Leu Trp He Glu Asn Glu Gly Asn 
885 ^ 890 895 



Asp He Val Thr Asn Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu 
900 905 910 



Arg Lys Leu Lys He Ala Leu Ala Gly Lys Leu Val Phe He Arg Phe 
915 920 925 



Ser Thr Thr Thr Gly Asp Ala Met Gly Met Asn Met He Ser Lys Gly 
930 935 940 



Cys Glu Lys Ala Leu Ser He He Thr Glu His Phe Pro Asp Met Gin 
945 " 950 955 960 



He He Ser Leu Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro Ala Ala 
965 ^ ~ 970 " 975 



He Asn Trp He Glu Gly Arg Gly Lys Ser Val Val Thr Glu Ala Val 
980 985 990 



He Pro Gly Ala He Val Glu Lys Val Leu Lys Thr Thr Val Ala Ala 
995 1000 1005 



Leu Val Glu Leu Asn He Ser Lys Asn Leu He Gly Ser Ala Met 
1010 1015 1020 



Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn He Leu 
1025 1030 1035 



Thr Ala He Tyr Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val 
1040 " 1045 1050 
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Glu Ser Ser Asn Cys lie Thr Leu Met Lys Ala Val Asn Asp Thr 
1055 1060 1065 



Lys Asp Leu His lie Ser Cys Thr Met Pro Ser lie Glu Val Gly 
1070 1075 1080 



Thr lie Gly Gly Gly Thr lie Leu Pro Pro Gin Gin Ser Met Leu 
1085 1090 1095 



Asp Met Leu Gly Val Arg Gly Pro His Pro Thr Glu Pro Gly Lys 
1100 1105 1110 



Asn Ala Gin Arg Leu Ala Arg lie lie Cys Ala Ala Val Met Ala 
1115 1120 1125 



Gly Glu Leu Ser Leu Cys Ala Ala Leu Ala Ala Gly His Leu Val 
1130 1135 1140 



Lys Ala His Met Ala His Asn Arg Gly Thr Gin Ala Pro Thr lie 
1145 1150 1155 



Thr Ser Gly Pro Ala Pro Ser Thr Gly Thr Glu Pro Gly Thr Cys 
1160 1165 1170 



lie Lys Ser 
1175 



<210> 268 

<211> 888 

<212> PRT 

<213> HUMAN 

<400> 268 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
1 5 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 
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Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Thr Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 " 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 ~ " 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Ala Asp Thr Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asn Val Ser Lys Arg lie Glu Pro Ser 
290 ~ 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
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305 



310 



315 



320 



Glu Gin Val lie Thr Leu Ser Leu Ala Leu Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Thr Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Gin Lys Lys Val Pro Asp Asn Cys 
355 360 365 



Cys Arg Arg Glu Pro Met Leu Val Arg Asn Asn Gin Lys Cys Asp Ser 
370 375 380 



Val Glu Glu Glu Thr Gly lie Asn Arg Glu Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Asp Thr Pro Asn Arg Ala Thr Phe Val 
405 410 415 



Val Gly Asn Ser Ser Leu Leu Asp Thr Ser Ser Val Leu Val Thr Gin 
420 425 430 



Glu Pro Glu lie Glu Leu Pro Arg Glu Pro Arg Pro Asn Glu Glu Cys 
435 440 445 



Leu Gin lie Leu Gly Asn Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp 
450 455 460 



Ala Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys 
465 470 475 480 



Leu Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg 
485 490 495 



Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro Ser Ser Leu Gin Tyr Leu 
500 ~ ~ 505 510 



Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu 
515 520 525 



Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu 
530 535 540 



Cys Leu Asp Glu Lys Glu Phe Gin Val Pro Met Ala Thr Thr Glu Gly 
545 550 555 560 
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Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly 
565 570 575 



Gly Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro 
580 585 590 



Val Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp 
595 600 605 



Leu Glu Thr Ser Glu Gly Phe Ala Val lie Lys Glu Ala Phe Asp Ser 
610 615 620 



Thr Ser Arg Phe Ala Arg Leu Gin Lys Leu His Thr Ser lie Ala Gly 
625 630 635 640 



Arg Asn Leu Tyr lie Arg Phe Gin Ser Arg Ser Gly Asp Ala Met Gly 
645 650 655 



Met Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Ser Lys Leu His 
660 665 670 



Glu Tyr Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys 
675 680 685 



Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys 
690 695 700 



Ser Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val 
705 710 715 720 



Leu Lys Thr Thr Thr Glu Ala Met lie Glu Val Asn lie Asn Lys Asn 
725 730 735 



Leu Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His 
740 745 750 



Ala Ala Asn lie Val Thr Ala He Tyr He Ala Cys Gly Gin Asp Ala 
755 760 765 



Ala Gin Asn Val Gly Ser Ser Asn Cys He Thr Leu Met Glu Ala Ser 
770 . 775 780 



Gly Pro Thr Asn Glu Asp Leu Tyr He Ser Cys Thr Met Pro Ser He 
785 790 795 800 
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Glu lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala 
805 810 815 



Cys Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly 
820 825 830 



Glu Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala 
835 840 845 



Gly Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Lys 
850 855 860 



Ser His Met lie His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin 
865 870 875 880 



Gly Ala Cys Thr Lys Lys Thr Ala 
885 



<210> 269 

<211> 888 

<212> PRT 

<213> Human 

<400> 269 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
15 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asn Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 " 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
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115 



120 



125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Thr Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
145 150 155 160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Ala Asp Thr Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asn Val Ser Lys Arg lie Glu Pro Ser 
290 " 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val lie Thr Leu Ser Leu Ala Leu Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Thr Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Gin Lys Lys Val Pro Asp Asn Cys 
355 360 365 
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Cys Arg Arg Glu Pro Met Leu Val Arg Asn Asn Gin Lys Cys Asp Ser 
370 " 375 380 



Val Glu Glu Glu Thr Gly lie Asn Arg Glu Arg Lys Val Glu Val lie 
385 390 395 400 



Lys Pro Leu Val Ala Glu Thr Asp Thr Pro Asn Arg Ala Thr Phe Val 
405 410 415 



Val Gly Asn Ser Ser Leu Leu Asp Thr Ser Ser Val Leu Val Thr Gin 
420 425 430 



Glu Pro Glu lie Glu Leu Pro Arg Glu Pro Arg Pro Asn Glu Glu Cys 
435 440 445 



Leu Gin lie Leu Gly Asn Ala Glu Lys Gly Ala Lys Phe Leu Ser Asp 
450 455 460 



Ala Glu lie lie Gin Leu Val Asn Ala Lys His lie Pro Ala Tyr Lys 
465 470 475 480 



Leu Glu Thr Leu Met Glu Thr His Glu Arg Gly Val Ser lie Arg Arg 
485 490 495 



Gin Leu Leu Ser Lys Lys Leu Ser Glu Pro Ser Ser Leu Gin Tyr Leu 
500 ~ 505 510 



Pro Tyr Arg Asp Tyr Asn Tyr Ser Leu Val Met Gly Ala Cys Cys Glu 
515 520 525 



Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Val Ala Gly Pro Leu 
530 535 540 



Cys Leu Asp Glu Lys Glu Phe Gin Val Pro Met Ala Thr Thr Glu Gly 
545 550 555 560 



Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala lie Gly Leu Gly 
565 570 575 



Gly Gly Ala Ser Ser Arg Val Leu Ala Asp Gly Met Thr Arg Gly Pro 
580 585 590 



Val Val Arg Leu Pro Arg Ala Cys Asp Ser Ala Glu Val Lys Ala Trp 
595 600 605 
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Leu Glu Thr Ser Glu Gly Phe Ala Val lie Lys Glu Ala Phe Asp Ser 
610 615 620 



Thr Ser Arg Phe Ala Arg Leu Gin Lys Leu His Thr Ser lie Ala Gly 
625 630 635 640 



Arg Asn Leu Tyr lie Arg Phe Gin Ser Arg Ser Gly Asp Ala Met Gly 
645 650 655 



Met Asn Met lie Ser Lys Gly Thr Glu Lys Ala Leu Ser Lys Leu His 
660 665 670 



Glu Tyr Phe Pro Glu Met Gin lie Leu Ala Val Ser Gly Asn Tyr Cys 
675 680 685 



Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg Gly Lys 
690 695 700 



Ser Val Val Cys Glu Ala Val lie Pro Ala Lys Val Val Arg Glu Val 
705 710 715 720 



Leu Lys Thr Thr Thr Glu Ala Met lie Glu Val Asn lie Asn Lys Asn 
725 730 735 



Leu Val Gly Ser Ala Met Ala Gly Ser lie Gly Gly Tyr Asn Ala His 
740 745 750 



Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Cys Gly Gin Asp Ala 
755 760 765 



Ala Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu Met Glu Ala Ser 
770 775 780 



Gly Pro Thr Asn Glu Asp Leu Tyr lie Ser Cys Thr Met Pro Ser lie 
785 790 795 800 



Glu lie Gly Thr Val Gly Gly Gly Thr Asn Leu Leu Pro Gin Gin Ala 
805 810 815 



Cys Leu Gin Met Leu Gly Val Gin Gly Ala Cys Lys Asp Asn Pro Gly 
820 825 830 



Glu Asn Ala Arg Gin Leu Ala Arg lie Val Cys Gly Thr Val Met Ala 
835 840 845 
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Gly Glu Leu Ser Leu Met Ala Ala Leu Ala Ala Gly His Leu Val Lys 
850 855 860 



Ser His Met lie His Asn Arg Ser Lys lie Asn Leu Gin Asp Leu Gin 
865 870 " 875 880 



Gly Ala Cys Thr Lys Lys Thr Ala 
885 



<210> 270 

<211> 424 

<212> PRT 

<213> Streptococcus pneumoniae 

<400> 270 



Met Lys lie Ser Trp Asn Gly Phe Ser Lys Lys Ser Tyr Gin Glu Arg 
15 10 15 



Leu Glu Leu Leu Lys Ala Gin Ala Leu Leu Ser Pro Glu Arg Gin Ala 
20 25 30 



Ser Leu Glu Lys Asp Glu Gin Met Ser Val Thr Val Ala Asp Gin Leu 
35 40 45 



Ser Glu Asn Val Val Gly Thr Phe Ser Leu Pro Tyr Ser Leu Val Pro 
50 55 60 



Glu Val Leu Val Asn Gly Gin Gly Tyr Thr Val Pro Tyr Val Thr Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Ala Ser Lys lie lie Lys 
85 90 95 



Arg Ala Gly Gly Phe Thr Ala Gin Val His Gin Arg Gin Met lie Gly 
100 105 110 



Gin Val Ala Leu Tyr Gin Val Ala Asn Pro Lys Leu Ala Gin Glu Lys 
115 120 125 



lie Ala Ser Lys Lys Ala Glu Leu Leu Glu Leu Ala Asn Gin Ala Tyr 
130 135 140 



Pro Ser lie Val Lys Arg Gly Gly Gly Ala Arg Asp Leu His Val Glu 
145 150 155 160 



Gin lie Lys Gly Glu Pro Asp Phe Leu Val Val Tyr lie His Val Asp 
165 170 175 
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Thr Gin Glu Ala Met Gly Ala Asn Met Leu Asn Thr Met Leu Glu Ala 
180 185 190 



Leu Lys Pro Val Leu Glu Glu Leu Ser Gin Gly Gin Ser Leu Met Gly 
195 200 205 



lie Leu Ser Asn Tyr Ala Thr Asp Ser Leu Val Thr Ala Ser Cys Arg 
210 215 220 



lie Ala Phe Arg Tyr Leu Ser Arg Gin Lys Asp Gin Gly Arg Glu lie 
225 230 235 240 



Ala Glu Lys lie Ala Leu Ala Ser Gin Phe Ala Gin Ala Asp Pro Tyr 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly lie Phe Asn Gly lie Asp Ala lie 
260 265 270 



Leu lie Ala Thr Gly Asn Asp Trp Arg Ala lie Glu Ala Gly Ala His 
275 280 285 



Ala Phe Ala Ser Arg Asp Gly Arg Tyr Gin Gly Leu Ser Cys Trp Thr 
290 295 300 



Leu Asp Leu Glu Arg Glu Glu Leu Val Gly Glu Met Thr Leu Pro Met 
305 310 315 320 



Pro Val Ala Thr Lys Gly Gly Ser lie Gly Leu Asn Pro Arg Val Ala 
325 330 335 



Leu Ser His Asp Leu Leu Gly Asn Pro Ser Ala Arg Glu Leu Ala Gin 
340 345 350 



lie lie Val Ser lie Gly Leu Ala Gin Asn Phe Ala Ala Leu Lys Ala 
355 360 365 



Leu Val Ser Thr Gly lie Gin Gin Gly His Met Lys Leu Gin Ala Lys 
370 375 380 



Ser Leu Ala Leu Leu Ala Gly Ala Ser Glu Ser Glu Val Ala Pro Leu 
385 390 395 400 



Val Glu Arg Leu lie Ser Asp Lys Thr Phe Asn Leu Glu Thr Ala Gin 
405 ~ 410 415 
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Arg Tyr Leu Glu Asn Leu Arg Ser 
420 



<210> 271 
<211> 425 
<212> PRT 

<213> Streptococcus pyogenes 
<400> 271 

Met Thr Lys Thr Asn Leu Asn Trp Ser Gly Phe Ser Lys Lys Thr Phe 
15 10 15 



Glu Glu Arg Leu Gin Leu lie Glu Lys Phe Lys Leu Leu Asn Ala Glu 
20 25 30 



Asn Leu Asn Gin Leu Lys Thr Asp Val Leu Leu Pro lie Gin Thr Ala 
35 40 45 



Asn Gin Met Thr Glu Asn Val Leu Gly Arg Leu Ala Leu Pro Phe Ser 
50 55 60 



lie Ala Pro Asp Phe Leu Val Asn Gly Ser Thr Tyr Gin Met Pro Phe 
65 70 75 80 



Val Thr Glu Glu Pro Ser Val Val Ala Ala Ala Ser Phe Ala Ala Lys 
85 90 95 



Leu lie Lys Arg Ser Gly Gly Phe Lys Ala Gin Thr Leu Asn Arg Gin 
100 105 110 



Met lie Gly Gin lie Val Leu Tyr Asp lie Asp Gin lie Asp Asn Ala 
115 120 125 



Lys Ala Ala lie Leu His Lys Thr Lys Lys Leu lie Ala Leu Ala Asn 
130 135 " 140 



Lys Ala Tyr Pro Ser lie Val Lys Arg Gly Gly Gly Ala Arg Thr lie 
145 150 155 160 



His Leu Glu Glu Lys Gly Glu Phe Leu lie Phe Tyr Leu Thr Val Asp 
165 170 175 



Thr Gin Glu Ala Met Gly Ala Asn Met Val Asn Thr Met Met Glu Ala 
180 185 190 



Leu Val Pro Asp Leu Thr Arg Leu Ser Lys Gly His Cys Leu Met Ala 
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195 



200 



205 



lie Leu Ser Asn Tyr Ala Thr Glu Ser Leu Val Thr Thr Ser Cys Glu 
210 215 220 



lie Pro Val Arg Leu Leu Asp Arg Asp Lys Thr Lys Ser Leu Gin Leu 
225 ~ 230 235 240 



Ala Gin Lys lie Glu Leu Ala Ser Arg Leu Ala Gin Val Asp Pro Tyr 
245 250 255 



Arg Ala Thr Thr His Asn Lys Gly lie Phe Asn Gly lie Asp Ala Val 
260 265 270 



Val lie Ala Thr Gly Asn Asp Trp Arg Ala lie Glu Ala Gly Ala His 
275 280 285 



Ala Tyr Ala Ser Arg Asn Gly Ser Tyr Gin Gly Leu Ser Gin Trp His 
290 295 300 



Phe Asp Gin Asp Lys Gin Val Leu Leu Gly Gin Met Thr Leu Pro Met 
305 310 315 320 



Pro lie Ala Ser Lys Gly Gly Ser lie Gly Leu Asn Pro Thr Val Ser 
325 330 335 



lie Ala His Asp Leu Leu Asn Gin Pro Asp Ala Lys Thr Leu Ala Gin 
340 345 350 



Leu lie Ala Ser Val Gly Leu Ala Gin Asn Phe Ala Ala Leu Lys Ala 
355 360 365 



Leu Thr Ser Ser Gly lie Gin Ala Gly His Met Lys Leu His Ala Lys 
370 375 380 



Ser Leu Ala Leu Leu Ala Gly Ala Thr Gin Asp Glu lie Ala Pro Leu 
385 390 395 400 



Val Asn Ala Leu Leu Ala Asp Lys Pro lie Asn Leu Glu Lys Ala His 
405 410 415 



Phe Tyr Leu Ser Gin Leu Arg Gin Ser 
420 425 



<210> 272 
<211> 425 
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<212> PRT 

<213> Staphylococcus epidermidis 



<400> 272 

Met Lys Ser Leu Asp Lys Gly Phe Arg His Leu Thr Arg Lys Asp Lys 
15 10 15 



Leu Lys Lys Leu Val Glu Tyr Gly Trp Leu Asp Asp Glu Asn Tyr Glu 
20 25 30 



lie Leu Leu Asn His Pro Leu lie Asn Glu Glu Val Ala Asn Ser Leu 
35 40 45 



lie Glu Asn Val lie Gly Gin Gly Ala Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Arg lie lie Val Asp Asp Lys Glu Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Gin Ser Gly Gly Phe Lys Thr lie Ser Ser Glu Arg Leu Met lie Gly 
100 105 110 



Gin lie Val Phe Asp Asp Val Glu Asp Thr Gly Thr Leu Ala Asn Ser 
115 120 125 



lie Tyr Gin lie Glu Ser Gin lie His Gin lie Ala Asp Glu Ala Tyr 
130 135 140 



Pro Ser lie Lys Ala Arg Gly Gly Gly Tyr Gin Arg lie Glu lie Asp 
145 150 " ~ 155 160 



Thr Phe Pro Asn His Arg Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu lie Thr lie Leu Glu Ala lie 
180 185 190 



Thr Ala His Leu Lys Val Lys lie Phe Asn Gin Asn Val Leu Met Ser 
195 " 200 205 



lie Leu Ser Asn His Ala Thr Ala Ser Val Val Gin Val Gin Gly Glu 
210 215 220 
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lie Asp lie Glu Asp Leu His Arg Gly Glu Arg Ser Gly Glu Glu Val 
225 " 230 235 240 



Ala Gin Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp lie His 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly lie His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Val Glu Ala Ser Ala His 
275 280 285 



Ala Tyr Ala Ser Lys Asp Gly His Tyr Arg Gly lie Ala Thr Trp Glu 
290 295 300 



Tyr Asp Arg Ser Arg Asn Lys Leu Val Gly Thr lie Glu Val Pro Met 
305 310 ~ 315 320 



Thr Leu Ala Thr Val Gly Gly Gly Thr Lys Val Leu Pro lie Ala Lys 
325 330 335 



Ala Ser Leu Asn Leu Leu Asn Val Glu Asn Ala Gin Glu Leu Gly Gin 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ser Ala Cys Arg Ala 
355 360 365 



Leu Val Ser Glu Gly lie Gin Gin Gly His Met Ser Leu Gin Tyr Lys 
370 375 380 



Ser Leu Ala lie Val Val Gly Ala Lys Gly Glu Glu lie Ala Gin Val 
385 390 395 400 



Ala Glu Ala Leu Lys Tyr Glu Ser Gin Ala Asn Thr Ala Lys Ala Gin 
405 410 415 



Glu lie Leu Met Asn lie Arg Lys Ser 
420 425 



<210> 273 

<211> 425 

<212> PRT 

<213> Staphylococcus haemolyticus 

<400> 273 

Met Lys Ser Leu Asp Lys Thr Phe Arg His Leu Ser Arg Glu Asp Lys 
1 5 10 15 
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Leu Lys Gin Leu Val Asp Tyr Gly Trp Leu Thr Asp Glu Ser Tyr Asp 
20 25 30 



Val Leu Leu Lys Asn Pro Leu lie Asn Glu Glu Val Ala Asn Ser Leu 
35 40 45 



lie Glu Asn Val lie Gly Gin Gly Thr Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Lys lie lie Val Asp Asp Lys Glu Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Asn Thr Gly Gly Phe Lys Thr Val Lys Ser Glu Arg Leu Met lie Gly 
100 105 110 



Gin lie Val Phe Asp Asp Val Ser Asp Thr Asp Ala Leu Ala Gin Ala 
115 120 125 



lie Tyr Asp Leu Glu Pro Gin lie Lys Gin lie Ala Ala Glu Ala Tyr 
130 135 " 140 



Pro Ser lie lie Glu Arg Gly Gly Gly Tyr Arg Arg lie Glu lie Asp 
145 150 155 160 



Thr Phe Pro Glu Asn Gin Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu Asn Thr lie Leu Glu Ala lie 
180 185 190 



Thr Ala His Met Lys Asn Glu Phe Pro Asn Arg Asp Val Leu Met Ser 
195 200 205 



He Leu Ser Asn His Ala Thr Ala Ser Val Val Arg Val Gin Gly Glu 
210 215 220 



He Asp He Lys Asp Leu Asn Lys Gly Asp Arg Ser Gly Glu Glu Val 
225 230 235 240 



Ala Gin Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp He His 
245 250 255 
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Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly lie His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Ala Glu Ala Ser Ala His 
275 ~ " 280 285 



Ala Tyr Ala Ser Arg Asp Gly Gin Tyr Arg Gly lie Ala Thr Trp Lys 
290 295 300 



Phe Asp Lys Glu Arg Gly Arg Leu Val Gly Thr lie Glu Val Pro Met 
305 310 315 320 



Thr Leu Ala lie Val Gly Gly Gly Thr Lys Val Leu Pro lie Ala Lys 
325 330 335 



Ala Ser Leu Glu Leu Leu Asn Val Gin Ser Ala Gin Glu Leu Gly Gin 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ser Ala Cys Arg Ala 
355 360 365 



Leu Val Ser Glu Gly lie Gin Lys Gly His Met Ser Leu Gin Tyr Lys 
370 375 380 



Ser Leu Ala lie Val Val Gly Ala Gin Gly Asp Glu lie Ala Arg Val 
385 390 395 400 



Ala Glu Ala Leu Lys Ala Ala Pro Lys Ala Asn Thr Ala Thr Ala Gin 
405 ~ 410 415 



Gin lie Leu Lys Asp Leu Arg Gin Gin 
420 425 



<210> 274 

<211> 425 

<212> PRT 

<213> Staphylococcus aureus 

<400> 274 

Met Gin Ser Leu Asp Lys Asn Phe Arg His Leu Ser Arg Gin Gin Lys 
1 5 10 15 



Leu Gin Gin Leu Val Asp Lys Gin Trp Leu Ser Glu Asp Gin Phe Asp 
20 25 30 



lie Leu Leu Asn His Pro Leu lie Asp Glu Glu Val Ala Asn Ser Leu 
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35 



40 



45 



lie Glu Asn Val lie Ala Gin Gly Ala Leu Pro Val Gly Leu Leu Pro 
50 55 60 



Asn lie lie Val Asp Asp Lys Ala Tyr Val Val Pro Met Met Val Glu 
65 70 75 80 



Glu Pro Ser Val Val Ala Ala Ala Ser Tyr Gly Ala Lys Leu Val Asn 
85 90 95 



Gin Thr Gly Gly Phe Lys Thr Val Ser Ser Glu Arg lie Met lie Gly 
100 105 110 



Gin lie Val Phe Asp Gly Val Asp Asp Thr Glu Lys Leu Ser Ala Asp 
115 120 125 



lie Lys Ala Leu Glu Lys Gin lie His Lys lie Ala Asp Glu Ala Tyr 
130 135 140 



Pro Ser lie Lys Ala Arg Gly Gly Gly Tyr Gin Arg lie Ala lie Asp 
145 150 155 160 



Thr Phe Pro Glu Gin Gin Leu Leu Ser Leu Lys Val Phe Val Asp Thr 
165 170 175 



Lys Asp Ala Met Gly Ala Asn Met Leu Asn Thr lie Leu Glu Ala lie 
180 185 190 



Thr Ala Phe Leu Lys Asn Glu Ser Pro Gin Ser Asp lie Leu Met Ser 
195 200 205 



lie Leu Ser Asn His Ala Thr Ala Ser Val Val Lys Val Gin Gly Glu 
210 215 220 



lie Asp Val Lys Asp Leu Ala Arg Gly Glu Arg Thr Gly Glu Glu Val 
225 230 235 240 



Ala Lys Arg Met Glu Arg Ala Ser Val Leu Ala Gin Val Asp lie His 
245 250 255 



Arg Ala Ala Thr His Asn Lys Gly Val Met Asn Gly lie His Ala Val 
260 265 270 



Val Leu Ala Thr Gly Asn Asp Thr Arg Gly Ala Glu Ala Ser Ala His 
275 ~ 280 285 
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Ala Tyr Ala Ser Arg Asp Gly Gin Tyr Arg Gly lie Ala Thr Trp Arg 
290 295 300 



Tyr Asp Gin Lys Arg Gin Arg Leu lie Gly Thr lie Glu Val Pro Met 
305 310 315 320 



Thr Leu Ala lie Val Gly Gly Gly Thr Lys Val Leu Pro lie Ala Lys 
325 330 335 



Ala Ser Leu Glu Leu Leu Asn Val Asp Ser Ala Gin Glu Leu Gly His 
340 345 350 



Val Val Ala Ala Val Gly Leu Ala Gin Asn Phe Ala Ala Cys Arg Ala 
355 360 365 



Leu Val Ser Glu Gly lie Gin Gin Gly His Met Ser Leu Gin Tyr Lys 
370 375 380 



Ser Leu Ala lie Val Val Gly Ala Lys Gly Asp Glu lie Ala Gin Val 
385 390 395 400 



Ala Glu Ala Leu Lys Gin Glu Pro Arg Ala Asn Thr Gin Val Ala Glu 
405 410 415 



Arg lie Leu Gin Glu lie Arg Gin Gin 
420 425 



<210> 275 
<211> 866 
<212> PRT 

<213> Ips par aeon f us us 
<400> 275 

Met Val Ser Arg Leu Phe Leu Ala His Gly Glu Phe Cys Thr Asn His 
15 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Ala Cys Met Leu 
20 25 30 



Thr Val Glu Arg Gin Asn Pro lie Pro Pro Thr Lys Pro lie Thr Thr 
35 40 45 



Ser Cys Gin Gly Cys lie Gin Glu Ala Glu Tyr Asn Ala Ala Asp Leu 
50 55 60 
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lie Ser Met Thr lie Leu Arg Ser Leu Ala Val Leu Tyr Cys Tyr Tyr 
65 70 75 80 



Gin Phe Arg Lys Leu His Lys Leu Gly Ser Arg Tyr lie Leu Gly lie 
85 90 95 



Ala Glu Leu Phe Thr Val Phe Ser Ser Phe lie Phe Thr Thr Thr Val 
100 105 110 



Leu Asn Leu Leu Arg Val Glu Val Ser Asp Leu Lys Asp Ala Leu Phe 
115 120 125 



Phe Phe Leu Leu Leu lie Asp Leu Ser Lys Ala Gly Met Leu Ala Gin 
130 135 140 



Phe Ala Leu Thr Ser Gin Asn Glu lie Glu Gly Lys Asn Asn lie Ala 
145 150 155 160 



Lys Gly Leu Ala Glu Leu Gly Pro Thr lie Thr Leu Asp Thr Val Val 
165 170 175 



Glu Thr Leu Val lie Gly Val Gly Thr Leu Ser Gly Val Glu Arg Leu 
180 185 190 



Glu Met Leu Ser Trp Phe Ala Cys Leu Ser Val Leu Val Asn Tyr Val 
195 200 205 



Val Phe Met Ala Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu 
210 215 220 



Ser Arg Ser Thr Asn Phe Tyr Lys Thr Lys Asp Pro Trp Met lie Phe 
225 230 * 235 240 



Ala Phe Lys Glu Glu Glu His Lys Ser Asn Pro Val Val Gin Arg Val 
245 250 255 



Lys Leu lie Met Ser Val Gly Leu Met lie Val His Val His Ser Arg 
260 265 270 



Trp Pro Phe Lys Asp Ser Glu Val Tyr Asn lie Glu Pro Leu Val Gin 
275 280 285 



Gin Ser Phe Asn Asn Thr Glu Glu Ser Asn Ser Leu His Gly Tyr Phe 
290 295 300 



Glu Arg Trp Leu Ala Leu Gly Ala Asp His lie Val lie Leu lie Leu 
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305 



310 



315 



320 



lie Thr Ala Leu Leu lie Lys Leu Leu Phe Phe Glu lie Gin Asp Leu 
325 330 335 



Thr Glu lie Arg Asp Gin Glu Thr Gin Val Glu Pro Glu Lys Ser Glu 
340 ' 345 350 



Lys Ala Glu Asn Thr Glu Lys Glu Glu Leu Lys Val Val Gin Glu Val 
355 360 365 



Arg Glu Asn Lys Arg Met Pro Met Phe Ser Leu Ser Glu Asp Asp Ser 
370 375 380 



Cys Glu Thr Thr Phe Gin Asp Lys Glu Val Gin Thr Gin Thr Pro Tyr 
385 390 395 400 



Asn Ser Glu Ala His Ser Ser Ser Glu Asp Asp lie Pro Lys Val Cys 
405 410 415 



Lys Thr Leu Glu Asp Cys Leu Lys lie Tyr Asn Asn Val Asp Met Gly 
420 425 430 



Ala Thr Ala Leu Thr Asp Glu Glu lie lie Leu Leu lie Lys Asn Arg 
435 440 445 



His lie Ala Gly Tyr Gin lie Glu Lys Ala Val Asp Asn Pro Glu Arg 
450 455 460 



Gly Val Gly lie Arg Arg Lys lie Leu Gly Arg Asp Leu Asp Ala Pro 
465 470 475 480 



Lys Val Leu Glu Gly Leu Pro Tyr Arg Asn Tyr Asp Tyr Ser Leu Val 
485 490 495 



Met Gly Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val 
500 505 510 



Gly Tyr Ala Gly Pro Leu Val Leu Asp Gly Lys Glu lie Tyr Val Pro 
515 520 525 



Met Ala Thr Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys 
530 535 540 



Arg Ala Leu Lys Glu Ala Gly Val Thr Ser Arg lie Val Ala Asp Gly 
545 * 550 ^ 555 560 
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Met Thr Arg Gly Pro Val Val Arg Phe Pro Ser lie lie Arg Ala Ser 
565 570 575 



Gin Ala Met Gin Trp lie Gin Asp Asn Phe Asp Gly lie Lys Glu Gin 
580 585 590 



Phe Asp Ser Ser Ser Arg Phe Ala Arg Leu Gin Arg Val Thr Met Lys 
595 600 605 



lie Ala Gly Arg Leu Leu Phe lie Arg Phe Val Ala Thr Thr Gly Asp 
610 615 620 



Ala Met Gly Met Asn Met Leu Ser Lys Gly Thr Glu Tyr Ser Leu Lys 
625 " 630 635 640 



Phe Val Gin Arg Ala Phe Glu Asp Met Glu lie Leu Ser Leu Ser Gly 
645 650 655 



Asn Phe Cys Thr Asp Lys Lys Pro Ala Ala Val Asn Trp lie Glu Gly 
660 665 670 



Arg Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Lys lie Val 
675 680 685 



Ala Asn lie Leu Lys Thr Asn Val His Ala Leu Val Asp Val Asn Asn 
690 ** 695 700 



Ser Lys Asn Met Val Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe 
705 710 715 720 



Asn Ala His Ala Ala Asn lie Val Thr Ala lie Phe Leu Ala Thr Gly 
725 730 735 



Gin Asp Pro Ala Gin Asn Val Gly Ser Ser Asn Cys Met Thr Leu Met 
740 745 750 



Glu Pro Trp Gly Pro Thr Gly Glu Asp Leu Tyr lie Ser Cys Thr Met 
755 760 765 



Pro Ser lie Glu lie Gly Thr lie Gly Gly Gly Thr lie Leu Pro Pro 
770 775 780 



Gin Gly Thr Cys Leu Glu Met Leu Gly Val Arg Gly Ser Asn lie Ala 
785 ~ 790 795 800 
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Glu Pro Gly Ala Asn Ala Ser Gin Leu Ala Lys lie Val Gly Ala Thr 
805 810 815 



Val Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Ala Ala Gly His 
820 825 830 



Leu Val Arg Ser His Leu Arg His Asn Arg Ser Thr Thr Leu Leu Pro 
835 840 845 



Asp Ala Phe Asp Lys Asn Lys Asn lie Leu Val Pro Pro Cys Lys Asp 
850 855 860 



Lys Val 
865 



<210> 276 
<211> 353 
<212> PRT 

<213> Kitasatospora griseola 
<400> 276 

Met Thr Glu Ala His Ala Thr Ala Gly Val Pro Met Arg Trp Val Gly 
15 10 15 



Pro Val Arg lie Ser Gly Asn Val Ala Thr lie Glu Thr Gin Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Ser Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
35 40 45 



Lys Val Ser Arg Leu Thr Glu Lys Gly lie Val Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Leu Thr 
65 70 75 80 



Ala Leu Ser Ala Ala Arg Thr lie Glu Ala Arg lie Asp Glu Leu Arg 
85 90 95 



Glu Leu Val Arg Gly Cys Ser Arg Phe Ala Gin Leu lie Gly lie Arg 
100 105 110 



His Glu lie Thr Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 



Gly Asp Ala Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Val Leu 
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130 135 140 



Leu Gin His Leu Leu Glu Thr Val Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Leu Val Pro Arg Asp 
180 185 190 



Val Val Ala Asp Val Leu Asn Thr Thr Ala Ala Lys lie Ala Glu Leu 
195 200 205 



Asn Leu Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 215 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Ala Phe Tyr Leu Ala 
225 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Val 
245 250 255 



Thr Ala Glu Asp Arg Asp Gly Asp Leu Tyr Leu Ala Cys Thr Leu Pro 
260 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Gly Phe Val 
275 280 285 



Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Ala Asp Arg Glu Pro Gly 
290 295 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 ' 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Gin Leu Glu Arg Gly His Thr Thr Ala Lys Ala Gly 
340 345 350 



Val 



<210> 277 
<211> 434 
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<212> PRT 

<213> Leishmania major 



<400> 277 

Met Arg Arg Ser Leu Leu Leu Ala Cys Ser Ala Ala Lys Gly Glu Ser 
1 5 10 " 15 



Trp Ala Ser Met Ser Asp Thr Glu lie Met Lys Gin Val Glu Asn Lys 
20 25 30 



Lys lie Ala Phe His Gly Leu Glu Gin Ala Leu Ala Pro Asp Tyr Asp 
35 40 45 



Arg Ala lie Ala lie Arg Arg Glu lie Val Lys Lys Lys lie Cys Pro 
50 55 60 



Ser Pro Ala Ala Thr His Pro Leu Glu Arg Val Pro Tyr Lys Asn Tyr 
65 70 75 80 



Asp Trp Ser Ser Val Val Gly Gin Ser Cys Glu Asn lie Leu Gly Tyr 
85 90 95 



Val Pro Val Pro Val Gly Leu Ala Gly Pro Leu Leu Leu Asp Gly Lys 
100 105 110 



Glu Val Ala Leu Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser 
115 120 125 



Ala His Arg Gly Ala Arg Ala lie Asn Leu Ser Gly Gly Cys Arg Thr 
130 " ' 135 140 



Ala Val Leu Lys Glu Gly Met Thr Arg Ala Pro Val Val Glu Val Asn 
145 150 155 160 



Ser Phe Asp Glu Ala lie Thr Val lie Lys Phe Cys Glu Glu Arg Phe 
165 170 175 



Asp Val Leu Arg Glu Ala Phe Glu Ser Thr Thr Arg Phe Gly Lys Leu 
180 185 190 



Leu Ser lie Lys Cys Ala Met Ala Gly Arg Gin Val His Leu Arg Phe 
195 200 205 



Ser Ala Phe Thr Gly Asp Ala Met Gly Met Asn Met lie Thr Lys Gly 
210 215 220 
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Cys Asp Lys Ala Leu Gin Val Leu Gin Gin His lie Pro Ser Val Arg 
225 ' 230 235 240 



Val Leu Thr Leu Ser Gly Asn Phe Cys Thr Asp Lys Lys Pro Ser Ala 
245 250 255 



Leu Asn Trp Val Glu Gly Arg Gly Lys Ser Val Val Ala Glu Ala Val 
260 265 270 



lie Lys Arg Asp Val Val Glu Ser Val Leu Lys Cys Thr Val Asp Ser 
275 280 285 



Val Val Ser Leu Asn Val Thr Lys Asn Leu Arg Gly Ser Ala Leu Ala 
290 295 300 



Gly Ser lie Gly Gly Phe Asn Ala His Ala Ala Asn lie Val Ala Ala 
305 310 315 320 



Leu Tyr lie Ala Thr Gly Gin Asp Pro Ala Gin Val Val Glu Ser Ala 
325 330 335 



Thr Cys Met Thr Thr Val Asp Lys Ala Gly Glu Asp Leu Val lie Ser 
340 345 350 



Leu Met Met Pro Ser lie Glu Val Gly Ala Val Gly Gly Gly Thr Gly 
355 360 365 



Leu Ser Ser Gin Arg Ala Met Leu Glu Leu Met Gly Cys Ala Gly Ser 
370 375 380 



Asn Lys Glu Asp Pro Gly Ala His Ser Arg Gin lie Ala Arg Val Val 
385 390 395 400 



Ala Gly Ala Val lie Cys Gly Glu Leu Ser Leu Leu Ser Gly Leu Ala 
405 ~ ~ 410 ** 415 



Ala Gly His Leu Leu Ser Ala His Met Lys Leu Asn Arg Lys Pro Pro 
420 425 430 



Thr Pro 



<210> 278 

<211> 247 

<212> PRT 

<213> Anthonomus grandis 
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<220> 

<221> MISC_FEATURE 

<222> (1) . . (247) 

<223> X equals unknown 



<400> 278 



Glu Ala Met Gly Met Asn Met lie Ser Lys Gly Thr Glu Lys Ser Leu 
15 10 15 



Ala Tyr lie Lys Ser His Phe Glu Asp Met Glu lie Leu Ser Leu Ser 
20 25 30 



Gly Asn Val Cys Thr Asp Lys Lys Pro Ser Ala lie Asn Trp lie Glu 
35 40 45 



Gly Arg Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Asn lie 
50 " 55 60 



Val His Ser lie Leu Lys Thr Thr Thr His Ala Leu Val Asp Leu Asn 
65 70 75 80 



lie Ser Lys Asn Met Val Gly Ser Ala Val Ser Ala Ala lie Gly Gly 
85 90 95 



Phe Asn Ala His Ala Ala Asn lie Val Thr Ala lie Tyr lie Ala Thr 
100 105 110 



Gly Gin Asp Val Ala Gin Asn Val Gly Ser Ser Asn Cys lie Thr Leu 
115 120 125 



Met Glu Pro Cys Gly Asp Lys Gly Glu Asp Leu Leu lie Ser Cys Thr 
130 ~ 135 " 140 



Met Pro Ser Val Glu lie Gly Thr Val Gly Gly Gly Thr Val Leu Pro 
145 150 155 160 



Ala Gin Gly Ala Cys Leu Glu Met Leu Gly Val Lys Gly Ala His Ser 
165 170 175 



Glu Asn Pro Gly Asp Asn Ala Lys Gin Leu Ala Lys lie Val Cys Gly 
180 185 190 



Ala Val Leu Ala Gly Glu Leu Ser Leu Met Ala Ala Leu Val Thr Gly 
195 200 205 



His Leu Val Lys Ser His Leu Arg Leu Asn Arg Ser Tyr Ser Glu Lys 
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210 215 220 



Asp Ser Pro Phe Lys Lys Ser Val Gly Gly Ser Ser Xaa Met Ser Asn 
225 230 235 240 



lie Thr Gin Phe Gin Tyr Gly 
245 



<210> 279 

<211> 846 

<212> PRT 

<213> Dendroctonus jeffreyi 

<400> 279 

Met Ala Ser Arg Leu Phe Arg Val His Gly Glu Phe Cys Thr Asn His 
1 5 10 15 



Pro Trp Glu Val lie Val Ala Thr Leu Thr Leu Thr Ala Cys Met Leu 
20 25 30 



Thr Val Glu Gin Gin Pro Pro Leu Arg Pro lie Lys Pro Thr lie Lys 
35 4 0 45 



Ser Cys Leu Gly Cys lie Gin Glu Ala Glu His Asn Ala Ala Asp Leu 
50 55 60 



lie Ser Met Thr lie Leu Arg Ser Leu Ala Val Leu Tyr Cys Tyr Tyr 
65 70 75 80 



Gin Phe Arg Lys Met His Lys Leu Gly Ser Lys Tyr Val Leu Gly lie 
85 90 95 



Ala Gly Leu Phe Thr Val Phe Ser Ser Leu Val Phe Thr Thr Thr Val 
100 105 110 



Leu Asn lie Leu Arg lie Lys Val Ser Asp Leu Lys Asp Ala Leu Phe 
115 " 120 125 



Phe Phe Leu Leu Leu lie Asp Leu Ser Lys Ala Ala lie Leu Ala Gin 
130 135 140 



Phe Ala Leu Asn Gly Ala Asn Gin Ala Glu Arg Lys Thr Asn lie Ala 
145 ~ 150 155 160 



Lys Gly Leu Ala Glu Leu Gly Pro Thr lie Thr Leu Asp Thr Leu Val 
165 170 175 
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Glu Thr Leu Val lie Gly Val Gly Thr Met Ser Gly Val Ala Arg Leu 
180 185 190 



Glu Met Leu Ser Trp Phe Ala Cys Leu Ser Val Leu Val Asn Tyr lie 
195 200 205 



Val Phe Met Thr Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu 
210 ' 215 220 



Ser Gin Ser Ser Asn Phe Cys Lys Thr Lys Asp Ser Trp Lys lie Phe 
225 230 235 240 



Ala Phe Lys Glu Asp Arg Lys Ser Asn Pro Val Leu Gin Arg Val Lys 
245 250 255 



Leu lie Met Ser Val Gly Leu Met Val Val His Val Gin Ser Arg Trp 
260 265 270 



Pro Phe Arg Asp Ser Glu Val Tyr Thr lie Glu Pro Leu Val Gin Gin 
275 L 280 285 



Ser Phe Asn Lys Thr Asp Asp Ser lie Ala Thr His Val Ser Phe lie 
290 295 300 



Arg Trp Leu Val Leu Gly Ala Asp His lie Val lie lie lie Leu Val 
305 310 315 320 



Ser Ala Leu Leu lie Lys Leu lie Phe Phe Glu lie Lys Asp Asn Leu 
325 330 335 



Val Glu lie Lys Pro Gly Phe Asp Lys Glu Thr Pro Lys Pro Thr Lys 
340 345 350 



Gin Met Pro Met lie Asn Phe Thr Leu Gly Glu Ser Cys Glu Ser Thr 
355 360 365 



Tyr Glu Asp Lys Glu Val Gin Thr Leu Ala Thr Ser Asn Ser Asp Val 
370 375 380 



Asp Ser Ser Ser Asp Asp Gly Val Pro Lys Gin Cys Arg Ser Leu Glu 
385 390 ^ 395 400 



Asp Cys Val Lys lie Phe Lys Asn lie Asp Leu Gly Ala Thr Ala Leu 
405 410 415 
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Thr Asp Asp Glu lie lie Leu Leu lie Lys Asn Lys Asn lie Ala Ala 
420 425 430 



Tyr Gin lie Glu Lys Glu Val Asp Asp Pro Glu Arg Gly Val Gly lie 
435 440 445 



Arg Arg Lys lie Leu Gly Arg Asp Leu Leu Glu Ser Pro Lys Leu Leu 
450 455 460 



Glu Asn Leu Pro Phe Arg Asn Tyr Asp Tyr Ser Leu Val Met Gly Ala 
465 470 475 480 



Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Tyr Ala 
485 490 495 



Gly Pro Leu Leu Leu Asp Gly Arg Glu Leu Tyr lie Pro Met Ala Thr 
500 505 510 



Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala Leu 
515 520 525 



Lys Val Ser Gly Val Thr Ser Ser Val Val Ala Asp Gly Met Thr Arg 
530 535 540 



Gly Pro Val Val Arg Phe Pro Ser lie Val Arg Thr Ser Gin Ala Met 
545 550 555 560 



Gin Trp lie Gin Asp Pro Asp Asn Phe Lys Lys lie Lys Glu Gin Phe 
565 570 575 



Asp Ser Ser Ser Arg Phe Ala Arg Leu Gin Arg Leu Thr Leu Lys lie 
580 585 * 590 



Ala Gly Arg Phe Leu Phe lie Arg Phe lie Ala Thr Thr Gly Asp Ala 
595 600 605 



Met Gly Met Asn Met Leu Ser Lys Gly Thr Glu Tyr Ser Leu Lys Leu 
610 615 620 



Val Gin Gin Val Phe Tyr Asp Met Glu lie Leu Ser Leu Ser Gly Asn 
625 630 635 640 



Phe Cys Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg 
645 650 655 



Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Lys lie lie Ser 
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660 



665 



670 



Ser lie Leu Lys Thr Asn Val His Ala Leu Val Asp Val Asn Asn lie 
675 680 685 



Gin Glu His Val Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe Asn 
690 695 700 



Ala His Ala Ala Asn lie Val Thr Ala lie Phe Leu Ala Thr Gly Gin 
705 710 715 720 



Asp Pro Ala Gin Asn Val Ser Ser Ser Asn Cys Met Thr Leu Met Glu 
725 730 735 



Pro Trp Gly Pro Asp Gly Glu Asp Leu Tyr lie Ser Cys Thr Met Pro 
740 745 750 



Ser He Glu He Gly Thr He Gly Gly Gly Thr He Leu Pro Ala Gin 
755 760 765 



Ser Ala Cys Leu Asp He Leu Gly Val Lys Gly Ser Asn Arg Glu Asn 
770 775 780 



Pro Gly Ala Asn Ala Cys Gin Leu Ala Lys He Val Cys Gly Thr Val 
785 790 795 800 



Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Thr Ala Gly His Leu 
805 810 815 



Val Lys Ser His Leu Arg His Asn Arg Ser Thr Thr Leu Leu Pro Asp 
820 825 830 



Ala Phe Asp Arg Lys Lys He Ser Phe Thr Gin Leu Pro Arg 
835 " " 840 845 



<210> 280 
<211> 846 
<212> PRT 

<213> Dendroctonus jeffreyi 
<400> 280 

Met Ala Ser Arg Leu Phe Arg Val His Gly Glu Phe Cys Thr Asn His 
15 10 15 



Pro Trp Glu Val He Val Ala Thr Leu Thr Leu Thr Ala Cys Met Leu 
20 25 30 
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Thr Val Glu Gin Gin Pro Pro Leu Arg Pro lie Lys Pro Thr lie Lys 
35 40 45 



Ser Cys Leu Gly Cys lie Gin Glu Ala Glu His Asn Ala Ala Asp Leu 
50 55 60 



lie Ser Met Thr lie Leu Arg Ser Leu Ala Val Leu Tyr Cys Tyr Tyr 
65 70 75 80 



Gin Phe Arg Lys Met His Lys Leu Gly Ser Lys Tyr Val Leu Gly lie 
85 90 95 



Ala Gly Leu Phe Thr Val Phe Ser Ser Leu Val Phe Thr Thr Thr Val 
100 105 110 



Leu Asn lie Leu Arg lie Lys Val Ser Asp Leu Lys Asp Ala Leu Phe 
115 120 125 



Phe Phe Leu Leu Leu lie Asp Leu Ser Lys Ala Ala lie Leu Ala Gin 
130 135 140 



Phe Ala Leu Asn Gly Ala Asn Gin Ala Glu Arg Lys Thr Asn lie Ala 
145 150 155 160 



Lys Gly Leu Ala Glu Leu Gly Pro Thr lie Thr Leu Asp Thr Leu Val 
165 170 175 



Glu Thr Leu Val lie Gly Val Gly Thr Met Ser Gly Val Ala Arg Leu 
180 185 190 



Glu Met Leu Ser Trp Phe Ala Cys Leu Ser Val Leu Val Asn Tyr lie 
195 200 205 



Val Phe Met Thr Phe Tyr Pro Ala Cys Leu Ser Leu lie Leu Glu Leu 
210 215 220 



Ser Gin Ser Ser Asn Phe Cys Lys Thr Lys Asp Ser Trp Lys lie Phe 
225 230 ~ 235 240 



Ala Phe Lys Glu Asp Arg Lys Ser Asn Pro Val Leu Gin Arg Val Lys 
245 250 255 



Leu lie Met Ser Val Gly Leu Met Val Val His Val Gin Ser Arg Trp 
260 265 270 
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Pro Phe Arg Asp Ser Glu Val Tyr Thr lie Glu Pro Leu Val Gin Gin 
275 280 285 



Ser Phe Asn Lys Thr Asp Asp Ser lie Ala Thr His Val Ser Phe lie 
290 295 300 



Arg Trp Leu Val Leu Gly Ala Asp His lie Val lie lie lie Leu Val 
305 310 315 320 



Ser Ala Leu Leu lie Lys Leu lie Phe Phe Glu lie Lys Asp Asn Leu 
325 330 335 



Val Glu lie Lys Pro Gly Phe Asp Lys Glu Thr Pro Lys Pro Thr Lys 
340 345 350 



Gin Met Pro Met lie Asn Phe Thr Leu Gly Glu Ser Cys Glu Ser Thr 
355 360 365 



Tyr Glu Asp Lys Glu Val Gin Thr Leu Ala Thr Ser Asn Ser Asp Val 
370 375 380 



Asp Ser Ser Ser Asp Asp Gly Val Pro Lys Gin Cys Arg Ser Leu Glu 
385 390 395 400 



Asp Cys Val Lys lie Phe Lys Asn lie Asp Leu Gly Ala Thr Ala Leu 
405 410 415 



Thr Asp Asp Glu lie lie Leu Leu lie Lys Asn Lys Asn lie Ala Ala 
420 425 430 



Tyr Gin lie Glu Lys Glu Val Asp Asp Pro Glu Arg Gly Val Gly lie 
435 440 445 



Arg Arg Lys lie Leu Gly Arg Asp Leu Leu Glu Ser Pro Lys Leu Leu 
450 455 460 



Glu Asn Leu Pro Phe Arg Asn Tyr Asp Tyr Ser Leu Val Met Gly Ala 
465 470 475 480 



Cys Cys Glu Asn Val lie Gly Tyr Met Pro lie Pro Val Gly Tyr Ala 
485 490 495 



Gly Pro Leu Leu Leu Asp Gly Arg Glu Leu Tyr lie Pro Met Ala Thr 
500 505 510 



Thr Glu Gly Cys Leu Val Ala Ser Thr Asn Arg Gly Cys Arg Ala Leu 
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515 



520 



525 



Lys Val Ser Gly Val Thr Ser Ser Val Val Ala Asp Gly Met Thr Arg 
530 535 540 



Gly Pro Val Val Arg Phe Pro Ser lie Val Arg Thr Ser Gin Ala Met 
545 550 555 560 



Gin Trp lie Gin Asp Pro Asp Asn Phe Lys Lys lie Lys Glu Gin Phe 
565 570 575 



Asp Ser Ser Ser Arg Phe Ala Arg Leu Gin Arg Leu Thr Leu Lys lie 
580 585 590 



Ala Gly Arg Phe Leu Phe lie Arg Phe lie Ala Thr Thr Gly Asp Ala 
595 600 605 



Met Gly Met Asn Met Leu Ser Lys Gly Thr Glu Tyr Ser Leu Lys Leu 
610 615 620 



Val Gin Gin Val Phe Tyr Asp Met Glu lie Leu Ser Leu Ser Gly Asn 
625 630 635 640 



Phe Cys Thr Asp Lys Lys Pro Ala Ala lie Asn Trp lie Glu Gly Arg 
645 650 655 



Gly Lys Ser Val Val Cys Glu Ala lie Val Pro Ala Lys lie lie Ser 
660 665 670 



Ser lie Leu Lys Thr Asn Val His Ala Leu Val Asp Val Asn Asn lie 
675 680 685 



Gin Glu His Val Gly Ser Ala Val Ala Gly Ser lie Gly Gly Phe Asn 
690 695 700 



Ala His Ala Ala Asn lie Val Thr Ala lie Phe Leu Ala Thr Gly Gin 
705 710 715 720 



Asp Pro Ala Gin Asn Val Ser Ser Ser Asn Cys Met Thr Leu Met Glu 
725 730 735 



Pro Trp Gly Pro Asp Gly Glu Asp Leu Tyr lie Ser Cys Thr Met Pro 
740 745 750 



Ser lie Glu lie Gly Thr lie Gly Gly Gly Thr lie Leu Pro Ala Gin 
755 760 765 
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Ser Ala Cys Leu Asp lie Leu Gly Val Lys Gly Ser Asn Arg Glu Asn 
770 " 775 780 



Pro Gly Ala Asn Ala Cys Gin Leu Ala Lys lie Val Cys Gly Thr Val 
785 790 795 800 



Leu Ala Gly Glu Leu Ser Leu Met Ser Ala Leu Thr Ala Gly His Leu 
805 810 815 



Val Lys Ser His Leu Arg His Asn Arg Ser Thr Thr Leu Leu Pro Asp 
820 825 830 



Ala Phe Asp Arg Lys Lys lie Ser Phe Thr Gin Leu Pro Arg 
835 " 840 845 



<210> 281 
<211> 976 
<212> PRT 

<213> Gibberella fujikuroi 
<400> 281 

Met Asp His Glu Gly Cys Gin Gly Gin His Pro Gin Gin Cys Cys Gin 
15 10 15 



Trp Val Ser Asn Ala Trp Ser Glu Phe Leu Asp Leu Leu Lys Asn Ala 
20 25 30 



Glu Thr Leu Asp lie Val lie Met Leu Leu Gly Tyr lie Ala Met His 
35 40 45 



Leu Thr Phe Val Ser Leu Phe Leu Ser Met Arg Lys Met Gly Ser Lys 
50 55 60 



Phe Trp Leu Gly lie Cys Thr Leu Phe Ser Ser Val Phe Ala Phe Leu 
65 ~ 70 75 80 



Phe Gly Leu Val Val Thr Thr Lys Leu Gly Val Pro lie Ser Val lie 
85 90 95 



Leu Leu Ser Glu Gly Leu Pro Phe Leu Val Val Thr lie Gly Phe Glu 
100 105 110 



Lys Asn lie Val Leu Thr Arg Ala Val Met Ser His Ala lie Glu His 
115 120 125 
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Arg Arg lie Gin Ala Gin Asn Ser Lys Ser Gly Lys Arg Ser Pro Asp 
130 135 140 



Gly Ser Thr Gin Asn Met lie Gin Tyr Ala Val Gin Ala Ala lie Lys 
145 150 155 160 



Glu Lys Gly Phe Glu He He Arg Asp Tyr Ala He Glu He Val He 
165 170 175 



Leu Val He Gly Ala Ala Ser Gly Val Gin Gly Gly Leu Gin Gin Phe 
180 185 190 



Cys Phe Leu Ala Ala Trp Thr Leu Phe Phe Asp Phe He Leu Leu Phe 
195 200 205 



Thr Phe Tyr Thr Ala He Leu Ser He Lys Leu Arg Ser Thr Val Ser 
210 ~ 215 220 



Ser Val Met Ser He Cys Val Trp Pro Leu Arg Met Met Ala Ser Arg 
225 230 235 240 



Arg Val Ala Glu Asn Val Ala Lys Gly Asp Asp Glu Leu Asn Arg Val 
245 250 255 



Arg Gly Asp Ala Pro Leu Phe Gly Arg Lys Ser Ser Ser He Pro Lys 
260 ~ 265 270 



Phe Lys Val Leu Met He Leu Gly Phe He Phe Val Asn He Val Asn 
275 280 285 



He Cys Ser He Pro Phe Arg Asn Pro Ser Ser Met Ser Thr He Arg 
290 295 300 



Thr Trp Ala Ser Ser Leu Gly Gly Val He Ala Pro Leu Ser Val Asp 
305 310 315 320 



Pro Phe Lys Val Ala Ser Asn Gly Leu Asp Ala He Leu Pro Thr Ala 
325 330 335 



Lys Ser Asn Asn Arg Pro Thr Leu Val Thr Val Leu Thr Pro He Lys 
340 " 345 350 



Tyr Glu Leu Glu Tyr Pro Ser He His Tyr Ala Leu Gly Ser Ala Ala 
355 360 365 



Ser Asn Pro Ala Tyr Asn Asp Ala Phe His His His Phe Gin Gly Tyr 
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370 375 380 



Gly Val Gly Gly Arg Met Val Gly Gly lie Leu Lys Ser Leu Glu Asp 
385 ' 390 * 395 ^ 400 



Pro Val Leu Ser Lys Trp lie Val lie Ala Leu Ala Leu Ser Val Ala 
405 410 415 



Leu Asn Gly Tyr Leu Phe Asn Val Ala Arg Trp Gly lie Lys Asp Pro 
420 425 430 



Asn Val Pro Glu His Asn lie Asp Arg Asn Glu Leu Ala Arg Ala Arg 
435 440 445 



Glu Phe Asn Asp Thr Gly Ser Ala Thr Leu Pro Leu Gly Glu Tyr Val 
450 455 460 



Pro Pro Thr Pro Met Arg Thr Gin Pro Ser Thr Pro Ala lie Thr Asp 
465 470 475 480 



Asp Glu Ala Glu Gly Leu His Met Thr Lys Ala Arg Pro Ala Asn Leu 
485 490 495 



Pro Asn Arg Ser Asn Glu Glu Leu Glu Lys Leu Leu Ser Glu Asn Ala 
500 505 510 



Leu Arg Glu Met Thr Asp Glu Glu Val lie Ser Leu Ser Met Arg Gly 
515 520 525 



Lys lie Pro Gly Tyr Ala Leu Glu Lys Thr Leu Gly Asp Phe Thr Arg 
530 " 535 540 



Ala Val Lys lie Arg Arg Ser lie lie Ala Arg Asn Lys Ala Ala Ala 
545 550 555 560 



Asp lie Thr His Ser Leu Asp Arg Ser Lys Leu Pro Tyr Glu Asn Tyr 
565 570 575 



Asn Trp Glu Arg Phe Phe Gly Ala Cys Cys Glu Asn Val lie Gly Tyr 
580 585 590 



Met Pro Leu Pro Val Gly Val Ala Gly Pro Leu Val lie Asp Gly Gin 
595 600 605 



Ser Tyr Phe lie Pro Met Ala Thr Thr Glu Gly Val Leu Val Ala Ser 
610 615 620 
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Ala Ser Arg Gly Cys Lys Ala lie Asn Ser Gly Gly Gly Ala lie Thr 
625 630 635 640 



Val Leu Thr Ala Asp Gly Met Thr Arg Gly Pro Cys Val Ala Phe Glu 
645 650 655 



Thr Leu Glu Arg Ala Gly Ala Ala Lys Leu Trp Leu Asp Ser Glu Ala 
660 665 670 



Gly Gin Asp Met Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala 
675 680 685 



Arg Leu Gin Ser Met Lys Thr Ala Leu Ala Gly Thr Asn Leu Tyr lie 
690 695 700 



Arg Phe Lys Thr Thr Thr Gly Asp Ala Met Gly Met Asn Met lie Ser 
705 " 710 715 720 



Lys Gly Val Glu His Ala Leu Ser Val Met Ala Asn Asp Gly Gly Phe 
725 730 735 . 



Asp Asp Met Gin lie lie Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys 
740 745 750 



Lys Ala Ala Ala Leu Asn Trp lie Asp Gly Arg Gly Lys Gly Val Val 
755 760 765 



Ala Glu Ala lie lie Pro Gly Glu Val Val Arg Ser Val Leu Lys Ser 
770 775 780 



Asp Val Asp Ser Leu Val Glu Leu Asn Val Ala Lys Asn Leu lie Gly 
785 790 795 800 



Ser Ala Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn 
805 810 815 



He Val Ala Ala He Phe Leu Ala Thr Gly Gin Asp Pro Ala Gin Val 
820 825 830 



Val Glu Ser Ala Asn Cys He Thr He Met Lys Asn Leu Asn Gly Ala 
835 " 840 845 



Leu Gin He Ser Val Ser Met Pro Ser Leu Glu Val Gly Thr Leu Gly 
850 855 860 
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Gly Gly Thr lie Leu Glu Pro Gin Gly Ala Met Leu Asp lie Leu Gly 
865 870 875 880 



Val Arg Gly Ser His Pro Thr Asn Pro Gly Asp Asn Ala Arg Arg Leu 
885 890 895 



Ala Arg lie lie Gly Ala Ala Val Leu Ala Gly Glu Leu Ser Leu Cys 
900 905 910 



Ser Ala Leu Ala Ala Gly His Leu Val Arg Ala His Met Gin His Asn 
915 920 925 



Arg Ser Ala Ala Pro Ser Arg Ser Thr Thr Pro Gly Ser Ser His Asp 
930 935 940 



Ala Arg Leu Thr Gly His Asp Gin Cys Pro Arg Ala Leu Ser Val Asn 
945 950 955 960 



Asn Val Asp Glu Arg Arg Arg Tyr Ser Glu Val Lys Ala lie Asp Glu 
965 " 970 975 



<210> 282 
<211> 353 
<212> PRT 

<213> Streptomyces sp. 
<400> 282 

Met Thr Asp Thr His Ala lie Ala Met Val Pro Met Lys Trp Val Gly 
15 10 15 



Pro Leu Arg lie Ser Gly Asn Val Ala Thr Thr Glu Thr His Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Thr Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
35 40 45 



Lys Val Ser Met Leu Ser Glu Arg Gly lie Ala Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Gin Thr 
65 70 75 80 



Ala Tyr Thr Ala Ala Arg Ala lie Glu Ala Arg lie Glu Glu Leu Arg 
85 90 95 



Ala Val Val Arg Thr Cys Ser Arg Phe Ala Glu Leu Leu Gin Val Arg 
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100 



105 



110 



His Glu lie Ala Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 



Arg Arg Pro Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Ala Leu 
130 135 140 



Leu Ala His Leu Leu Gin Thr lie Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Val Val Glu Arg Glu 
180 " 185 190 



Val Val Glu Arg Val Leu His Thr Thr Ala Ala Lys lie Val Glu Leu 
195 200 205 



Asn lie Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 215 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Gly Phe Tyr Leu Ala 
225 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Thr 
245 250 255 



Leu Ala Glu Asp Arg Asp Gly Asp Leu Tyr Phe Ser Cys Asn Leu Pro 
260 " ~ 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Glu Phe Val 
275 280 285 



Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Glu Asp Arg Ala Pro Gly 
290 295 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Glu Leu Glu Arg Asp Asn Thr Thr Ala Glu Val Gly 
340 345 350 
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Val 



<210> 283 
<211> 353 
<212> PRT 

<213> Kitasatospora griseola 
<400> 283 

Met Thr Glu Ala His Ala Thr Ala Gly Val Pro Met Arg Trp Val Gly 
15 10 15 



Pro Val Arg lie Ser Gly Asn Val Ala Thr lie Glu Thr Gin Val Pro 
20 25 30 



Leu Ala Thr Tyr Glu Ser Pro Leu Trp Pro Ser Val Gly Arg Gly Ala 
35 40 45 



Lys Val Ser Arg Leu Thr Glu Lys Gly lie Val Ala Thr Leu Val Asp 
50 55 60 



Glu Arg Met Thr Arg Ser Val Leu Val Glu Ala Thr Asp Ala Leu Thr 
65 70 75 80 



Ala Leu Ser Ala Ala Arg Thr lie Glu Ala Arg lie Asp Glu Leu Arg 
85 90 95 



Glu Leu Val Arg Gly Cys Ser Arg Phe Ala Gin Leu lie Gly lie Arg 
100 ^ 105 110 



His Glu lie Thr Gly Asn Leu Leu Phe Val Arg Phe Glu Phe Ser Thr 
115 120 125 



Gly Asp Ala Ser Gly His Asn Met Ala Thr Leu Ala Ser Asp Val Leu 
130 135 140 



Leu Gin His Leu Leu Glu Thr Val Pro Gly lie Ser Tyr Gly Ser lie 
145 150 155 160 



Ser Gly Asn Tyr Cys Thr Asp Lys Lys Ala Thr Ala lie Asn Gly lie 
165 170 175 



Leu Gly Arg Gly Lys Asn Val Val Thr Glu Leu Leu Val Pro Arg Asp 
180 " 185 190 
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Val Val Ala Asp Val Leu Asn Thr Thr Ala Ala Lys lie Ala Glu Leu 
195 200 205 



Asn Leu Arg Lys Asn Leu Leu Gly Thr Leu Leu Ala Gly Gly lie Arg 
210 215 ~ 220 



Ser Ala Asn Ala His Tyr Ala Asn Met Leu Leu Ala Phe Tyr Leu Ala 
225 230 235 240 



Thr Gly Gin Asp Ala Ala Asn lie Val Glu Gly Ser Gin Gly Val Val 
245 250 255 



Thr Ala Glu Asp Arg Asp Gly Asp Leu Tyr Leu Ala Cys Thr Leu Pro 
260 265 270 



Asn Leu lie Val Gly Thr Val Gly Asn Gly Lys Gly Leu Gly Phe Val 
275 280 285 



Glu Thr Asn Leu Asn Arg Leu Gly Cys Arg Ala Asp Arg Glu Pro Gly 
290 295 300 



Glu Asn Ala Arg Arg Leu Ala Val lie Ala Ala Ala Thr Val Leu Cys 
305 310 315 320 



Gly Glu Leu Ser Leu Leu Ala Ala Gin Thr Asn Pro Gly Glu Leu Met 
325 330 335 



Arg Ala His Val Gin Leu Glu Arg Gly His Thr Thr Ala Lys Ala Gly 
340 345 350 



Val 



<210> 284 

<211> 480 

<212> PRT 

<213> Mus musculus 

<400> 284 

Glu Phe Arg Ala Gin Gin Arg Phe Ser Thr lie Pro Pro Ala Pro Leu 
15 10 15 



Ala Lys Thr Asp Thr Trp Pro Lys Asp Val Gly lie Leu Ala Leu Glu 
20 25 30 



Val Tyr Phe Pro Ala Gin Tyr Val Asp Gin Thr Asp Leu Glu Lys Phe 
35 40 45 
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Asn Asn Val Glu Ala Gly Lys Tyr Thr Val Gly Leu Gly Gin Thr Arg 
50 55 60 



Met Gly Phe Cys Ser Val Gin Glu Asp lie Asn Ser Leu Cys Leu Thr 
65 7 0 75 80 



Val Val Gin Arg Leu Met Glu Arg Thr Lys Leu Pro Trp Asp Ala Val 
85 90 95 



Gly Arg Leu Glu Val Gly Thr Glu Thr lie lie Asp Lys Ser Lys Ala 
100 105 110 



Val Lys Thr Val Leu Met Glu Leu Phe Gin Asp Ser Gly Asn Thr Asp 
115 120 125 



lie Glu Gly lie Asp Thr Thr Asn Ala Cys Tyr Gly Gly Thr Ala Ser 
130 135 140 



Leu Phe Asn Ala Ala Asn Trp Met Glu Ser Ser Tyr Trp Asp Gly Arg 
145 150 155 160 



Tyr Ala Leu Val Val Cys Gly Asp lie Ala Val Tyr Pro Ser Gly Asn 
165 170 175 



Ala Arg Pro Thr Gly Gly Ala Gly Ala Val Ala Met Leu lie Gly Pro 
180 185 190 



Lys Ala Pro Leu Val Leu Glu Gin Gly Leu Arg Gly Thr His Met Glu 
195 200 205 



Asn Ala Tyr Asp Phe Tyr Lys Pro Asn Leu Ala Ser Glu Tyr Pro Leu 
210 " "* 215 220 



Val Asp Gly Lys Leu Ser lie Gin Cys Tyr Leu Arg Ala Leu Asp Arg 
225 230 235 240 



Cys Tyr Ala Ala Tyr Arg Lys Lys lie Gin Asn Gin Trp Lys Gin Ala 
245 250 255 



Gly Asn Asn Gin Pro Phe Thr Leu Asp Asp Val Gin Tyr Met lie Phe 
260 265 ^ 270 



His Thr Pro Phe Cys Lys Met Val Gin Lys Ser Leu Ala Arg Leu Met 
275 "* 280 285 
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Phe Asn Asp Phe Leu Ser Ser Ser Ser Asp Lys Gin Asn Asn Leu Tyr 
290 295 300 



Lys Gly Leu Glu Ala Phe Arg Gly Leu Lys Leu Glu Glu Thr Tyr Thr 
305 310 315 320 



Asn Lys Asp Val Asp Lys Ala Leu Leu Lys Ala Ser Leu Asp Met Phe 
325 330 335 



Asn Gin Lys Thr Lys Ala Ser Leu Tyr Leu Ser Thr Asn Asn Gly Asn 
340 ~ 345 350 



Met Tyr Thr Ser Ser Leu Tyr Gly Cys Leu Ala Ser Leu Leu Ser His 
355 360 365 



His Ser Ala Gin Glu Leu Ala Gly Ser Arg lie Gly Ala Phe Ser Tyr 
370 375 380 



Gly Ser Gly Leu Ala Ala Ser Phe Phe Ser Phe Arg Val Ser Lys Asp 
385 ^ 390 395 400 



Ala Ser Pro Gly Ser Pro Leu Glu Lys Leu Val Ser Ser Val Ser Asp 
405 410 415 



Leu Pro Lys Arg Leu Asp Ser Arg Arg Arg Met Ser Pro Glu Glu Phe 
420 425 430 



Thr Glu lie Met Asn Gin Arg Glu Gin Phe Tyr His Lys Val Asn Phe 
435 440 445 



Ser Pro Pro Gly Asp Thr Ser Asn Leu Phe Pro Gly Thr Trp Tyr Leu 
450 455 460 



Glu Arg Val Asp Glu Met His Arg Arg Lys Tyr Ala Arg Cys Pro Val 
465 ' ~ 470 ~ 475 480 



<210> 285 

<211> 508 

<212> PRT 

<213> Sus scrofa 

<400> 285 

Met Gin Arg Leu Leu Thr Pro Val Arg Gin Val Leu Arg Val Lys Arg 
15 10 15 



Ala Met Gin Glu Ala Ser Phe Met Pro Pro Leu Leu Pro Pro Ala Ala 
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20 



25 



30 



His Gin Arg Phe Ser Thr Val Pro Ala Val Pro Val Ala Lys Ala Asp 
35 40 45 



Thr Trp Pro Lys Asp Val Gly lie Leu Ala Leu Glu Val Tyr Phe Pro 
50 55 60 



Ala Gin Tyr Val Asp Gin Thr Asp Leu Glu Lys Phe Asp Asn Val Glu 
65 70 75 80 



Ala Gly Arg Tyr Thr Val Gly Leu Gly Gin Thr His Met Gly Phe Cys 
85 90 95 



Ser Val Gin Glu Asp lie Asn Ser Leu Cys Leu Thr Val Val Gin Arg 
100 105 110 



Leu Met Glu Arg Thr Gin Leu Pro Trp Asp Ser Val Gly Trp Leu Glu 
115 120 125 



Val Gly Thr Glu Thr lie lie Asp Lys Ser Lys Ser Val Lys Thr Val 
130 135 140 



Leu Met Glu Leu Phe Gin Asp Ser Gly Asn Thr Asp lie Glu Gly lie 
145 150 155 160 



Asp Thr Thr Asn Ala Cys Tyr Gly Gly Thr Ala Ser Leu Phe Asn Ala 
165 " " ^ 170 175 



Ala Asn Trp Val Glu Ser Ser Ala Trp Asp Gly Arg Tyr Ala Val Val 
180 185 190 



Val Cys Gly Asp lie Ala Val Tyr Pro Arg Gly Asn Ser Arg Pro Thr 
195 200 205 



Gly Gly Ala Gly Ala Val Ala Met Leu Val Gly Pro Glu Ala Pro Leu 
210 215 220 



Ala Leu Glu Arg Gly Leu Arg Gly Thr His Met Glu Asn Ala Tyr Asp 
225 230 235 240 



Phe Tyr Lys Pro Asn Ala Thr Ser Glu Tyr Pro Leu Val Asp Gly Lys 
245 250 255 



Leu Ser lie Gin Cys Tyr Leu Arg Ala Leu Asp Arg Cys Tyr Thr Leu 
2 60 " "* 265 27 0 
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Tyr Arg Gin Lys lie Glu Lys Gin Trp Lys Gin Ala Gly lie Glu Arg 
275 280 285 



His Phe Thr Leu Asp Asp Leu Gin Phe Met lie Phe His Thr Pro Phe 
290 295 300 



Cys Lys Leu Val Gin Lys Ser Leu Ala Arg Leu Met Phe Ser Asp Phe 
305 310 315 320 



Leu Leu Ala Asp Ser Asp Thr Gin Ser Ser Leu Tyr Lys Gly Leu Glu 
325 330 335 



Ala Phe Arg Gly Gin Lys Leu Glu Asp Thr Tyr Ala Asn Lys Asp lie 
340 345 350 



Glu Lys Ala Phe Gin Lys Ala Ser Leu Asp Leu Phe Asn Lys Lys Thr 
355 360 365 



Lys Pro Ser Leu Tyr Leu Ser Leu His Asn Gly Asn Met Tyr Thr Ser 
370 375 380 



Ser Leu Tyr Gly Cys Leu Ala Ser Leu Leu Ser Gin Cys Ser Ala Gin 
385 ^ ' 390 395 " 400 



Asp Leu Ala Gly Ser Arg lie Gly Ala Phe Ser Tyr Gly Ser Gly Leu 
405 ^ 410 415 



Ala Ala Ser Phe Tyr Ser Leu Arg Val Ser Gin Asp Ala Ser Pro Gly 
420 425 430 



Ser Pro Leu Glu Lys Leu Val Ser Ser Val Ser Asp Leu Pro Glu Arg 
435 440 445 



Leu Ala Ser Arg Lys Arg Val Ser Pro Glu Glu Phe Thr Glu lie Met 
450 455 460 



Asn Gin Arg Glu Gin Tyr Tyr His Lys Val Asn Phe Thr Pro Pro Gly 
465 470 475 480 



Asp Pro Asn Ser Leu Phe Pro Gly Thr Trp Tyr Leu Glu Arg Val Asp 
485 490 495 



Glu Leu Tyr Arg Arg Lys Tyr Ala Arg His Leu Val 
500 505 
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<210> 286 

<211> 409 

<212> PRT 

<213> Sulfolobus solfataricus 

<400> 286 

Met Lys lie Asp Glu Val Val Glu Lys Leu Val Lys Gly Glu lie Ser 
1 5 10 15 



Phe His Glu Val Asp Asn Leu Leu Glu Ala Asn Ala Ala Met Val Ala 
20 25 30 



Arg Arg Leu Ala Leu Glu Lys lie Val Gly Val Gly Leu Pro Ser lie 
35 40 45 



Gly Ser Thr Val lie Asp Tyr Ser Glu lie Lys Asn Lys Asn Ala Glu 
50 55 60 



Asn Val lie Gly Ala lie Gin He Pro Leu Gly He Val Gly Pro He 
65 70 75 80 



Arg Val Asn Gly Asp Tyr Ala Lys Gly Asp Phe Tyr Val Pro Met Ala 
85 90 95 



Thr Thr Glu Gly Ala Leu He Ala Ser Val Asn Arg Gly He Lys Ala 
100 105 110 



Val Thr Leu Ser Gly Gly Val Arg Ala Lys Val Leu Lys Asp Glu Met 
115 120 125 



Thr Arg Ala Pro Val Phe Lys Phe Asp Ser He Glu Gin He Pro Asn 
130 135 ~ 140 



Phe Leu Lys Phe He Glu Glu Asn Leu Glu Lys He Arg Asn He Ala 
145 150 155 160 



Asn Ser Thr Ser His His Gly Lys Leu Lys Ser He Thr Pro Phe Val 
165 170 175 



Leu Gly Asn Asn Val Trp Leu Arg Phe Ser Phe Glu Thr Gly Asp Ala 
180 185 190 



Met Gly Met Asn Met Val Thr He Ala Val Glu Lys Val Cys Glu Phe 
195 200 205 



He Glu Glu Asn Phe Pro Ser Ala Asp Cys Leu Ala Val Ser Gly Asn 
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210 215 220 



Met Cys Ser Asp Lys Lys Gin Thr Asn Val Asn Ser Leu Phe Gly Arg 
225 ~ 230 235 240 



Gly Lys Thr Val Val Ala Glu Ala Leu lie Lys Lys Asp Val lie Arg 
245 250 255 



Asn lie Leu His Ser Asn Ala Gin Leu lie His Asp lie Asn Leu Arg 
260 265 270 



Lys Asn Trp Leu Gly Thr Ala Arg Ala Gly Ser Leu Ser Gin Phe Asn 
275 280 285 



Ala His Phe Ala Asn lie Val Thr Ala lie Phe lie Ala Thr Gly Gin 
290 295 300 



Asp Val Ala Gin lie Val Glu Ser Ser Ser Gly Tyr Thr Trp Thr Glu 
305 310 315 320 



Val Arg Gly Glu Asp Leu Tyr lie Ser Val Thr Leu Pro Ser Leu Glu 
325 330 335 



Val Gly Thr Val Gly Gly Gly Thr Arg Leu Pro Thr Gin Lys Glu Ala 
340 345 350 



Leu Ser lie Met Gly Val Tyr Gly Ser Gly Asn Pro Pro Gly Ser Asn 
355 360 365 



Ala Lys Lys Leu Ala Glu lie lie Ala Ser Thr Val Leu Ser Gly Glu 
370 375 380 



Leu Asn Leu Leu Ala Ala Leu Ser Asn Lys Glu Leu Gly Lys Ala His 
385 390 395 400 



Ala Lys Leu Gly Arg Ala Met Lys Val 
405 



<210> 287 
<211> 1053 
<212> PRT 

<213> Schizosaccharomyces pombe 
<400> 287 

Met lie Tyr Lys Leu Ala Ala Arg Tyr Pro lie Gin Val lie Ala II* 
15 10 15 
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Val Gly lie Leu Val Ser Met Ala Tyr Phe Ser Phe Leu Glu Ala Leu 
20 25 30 



Thr Gin Glu Asp Phe Pro Val Leu lie Arg Ala Leu Lys Arg Phe Gly 
35 40 45 



lie Leu Asp Gly Phe Pro Asn Thr Arg Leu Pro Asn Glu Met lie Leu 
50 55 60 



Lys Leu Ser Ser Val Gin Gly Glu Asp Ala Ser Val Trp Glu Gin lie 
65 70 75 80 



Pro Ala Ala Glu Leu Gly Gly Glu Gly Phe Val Asp Phe Asp lie Thr 
85 90 95 



Gin Trp Tyr Tyr Pro Ala Asn Ala Lys Val Asp Val Ala Gin Leu Val 
100 105 110 



Glu Pro Tyr Arg Asn Asp Cys lie Phe His Asp Ala Ser Gly Ala Cys 
115 ^ ^ 120 " 125 



His Phe Phe Phe Lys Glu Val Gly Asn Trp Thr Val Ser Ser lie Ala 
130 135 140 



Leu Pro Ser Asn Leu Ala Asn Pro Pro lie Asp Tyr Phe Leu Asp Ser 
145 150 155 160 



Ser Ser Thr Val lie Gin Arg lie Leu Pro Ala lie Arg Glu His Gly 
165 " 170 175 



lie Ser Trp Ser Trp Leu Leu Gin Leu lie Ala Arg Thr Trp Met Asn 
180 185 190 



Thr Leu Lys lie Ala Ser Gin Ala Ser Lys Thr Glu Leu Leu lie Val 
195 200 205 



Gly Thr Ala Tyr Ala Cys Met Leu lie Ser lie Val Ser Leu Tyr Leu 
210 215 220 



Lys Met Arg Arg Leu Gly Ser Lys Phe Trp Leu Phe Phe Ser Val Leu 
225 230 235 240 



Leu Ser Thr Leu Phe Ser Val Gin Phe Ala Met Thr Leu Val Arg Ala 
245 250 255 
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Ser Gly Val Arg lie Ser Leu Val Ser Leu lie Glu Ser Leu Pro Phe 
260 265 270 



Leu lie Asn Val Val Ala Leu Asp Lys Ala Ala Glu Leu Thr Arg Gin 
275 280 285 



Val lie Thr Arg Cys Ser Val Ser Asp Ser His Ser Pro Met His Glu 
290 295 300 



Asp lie Ala Lys Ala Cys Arg Asn Ala Ala Pro Pro lie Leu Arg His 
305 310 315 320 



Phe Ser Phe Gly lie Val Val Leu Ala lie Phe Ser Tyr Cys Asn Phe 
325 330 335 



Gly lie Lys Gin Phe Phe Leu Phe Ala Ala Val Met lie Tyr Asp Leu 
340 345 350 



Leu Leu Leu Phe Ser Phe Phe Val Ala lie Leu Thr Leu Lys Leu Glu 
355 360 365 



Met Arg Arg Tyr Asn Ala Lys Asp Asp Val Arg Lys Val Leu lie Glu 
37 0 375 380 



Glu Gly Leu Ser Glu Ser Thr Ala Arg His Val Ala Asp Gly Asn Asp 
385 390 395 400 



Ser Ser Ala Thr Thr Ser Ala Gly Ser Arg Tyr Phe Lys Val Arg Tyr 
405 410 ' 415 



Gly Thr Lys lie lie Leu Phe lie Phe lie Ala Phe Asn Leu Phe Glu 
420 425 430 



Leu Cys Ser lie Pro Phe Lys His Tyr Ala Ala Thr Ser Ala Ala Ala 
435 440 445 



Ala Arg Leu lie Pro Leu Val Arg Ser Gin Tyr Pro Asp Phe Lys Ser 
450 455 " 460 



Gin Arg Leu Leu Asp Asp Gly Val Phe Asp Asp Val Leu Ser Ala lie 
465 470 475 480 



Ser Ser Met Ser Asn lie Glu Ser Pro Ser Val Arg Leu Leu Pro Ala 
485 490 495 



Val Phe Tyr Gly Ala Glu Leu Ser Ser Thr Ser Phe Leu Ser Thr lie 
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500 



505 



510 



His Ser Phe lie Asn Asn Trp Ser His Tyr lie Ser Ala Ser Phe Leu 
515 520 525 



Ser Lys Trp lie Val Cys Ala Leu Ser Leu Ser lie Ala Val Asn Val 
530 535 540 



Phe Leu Leu Asn Ala Ala Arg Leu Asn Ser lie Lys Glu Glu Pro Glu 
545 550 555 560 



Lys Lys Val Val Glu Lys Val Val Glu Val Val Lys Tyr lie Pro Ser 
565 570 575 



Ser Asn Ser Ser Ser lie Asp Asp lie Gin Lys Asp Glu lie Ala Gin 
580 585 "* 590 



Glu Ser Val Val Arg Ser Leu Glu Glu Cys lie Thr Leu Tyr Asn Asn 
595 600 605 



Gly Gin lie Ser Thr Leu Asn Asp Glu Glu Val Val Gin Leu Thr Leu 
610 615 620 



Ala Lys Lys lie Pro Leu Tyr Ala Leu Glu Arg Val Leu Lys Asp Val 
625 630 635 640 



Thr Arg Ala Val Val lie Arg Arg Thr Val Val Ser Arg Ser Ser Arg 
645 650 655 



Thr Lys Thr Leu Glu Ser Ser Asn Cys Pro Val Tyr His Tyr Asp Tyr 
660 665 670 



Ser Arg Val Leu Asn Ala Cys Cys Glu Asn Val lie Gly Tyr Met Pro 
675 680 685 



Leu Pro Leu Gly Val Ala Gly Pro Leu lie lie Asp Gly Lys Pro Phe 
690 ~ 695 700 



Tyr lie Pro Met Ala Thr Thr Glu Gly Ala Leu Val Ala Ser Thr Met 
705 710 715 720 



Arg Gly Cys Lys Ala lie Asn Ala Gly Gly Gly Ala Val Thr Val Leu 
725 730 735 



Thr Arg Asp Gin Met Ser Arg Gly Pro Cys Val Ala Phe Pro Asn Leu 
740 745 750 



25156216 



-497- 



Thr Arg Ala Gly Arg Ala Lys lie Trp Leu Asp Ser Pro Glu Gly Gin 
7 55 7 60 7 65 



Glu Val Met Lys Lys Ala Phe Asn Ser Thr Ser Arg Phe Ala Arg Leu 
770 775 780 



Gin His lie Lys Thr Ala Leu Ala Gly Thr Arg Leu Phe lie Arg Phe 
785 " 790 " 795 800 



Cys Thr Ser Thr Gly Asp Ala Met Gly Met Asn Met lie Ser Lys Gly 
805 810 815 



Val Glu His Ala Leu Val Val Met Ser Asn Asp Ala Gly Phe Asp Asp 
820 825 830 



Met Gin Val lie Ser Val Ser Gly Asn Tyr Cys Thr Asp Lys Lys Pro 
835 840 845 



Ala Ala lie Asn Trp lie Asp Gly Arg Gly Lys Ser Val lie Ala Glu 
850 855 860 



Ala lie lie Pro Gly Asp Ala Val Lys Ser Val Leu Lys Thr Thr Val 
865 870 875 880 



Glu Asp Leu Val Lys Leu Asn Val Asp Lys Asn Leu lie Gly Ser Ala 
885 890 " 895 



Met Ala Gly Ser Val Gly Gly Phe Asn Ala His Ala Ala Asn lie Val 
900 905 910 



Thr Ala Val Tyr Leu Ala Thr Gly Gin Asp Pro Ala Gin Asn Val Glu 
915 920 925 



Ser Ser Asn Cys lie Thr Leu Met Asp Asn Val Asp Gly Asn Leu Gin 
930 935 940 



Leu Ser Val Ser Met Pro Ser lie Glu Val Gly Thr lie Gly Gly Gly 
945 950 955 960 



Thr Val Leu Glu Pro Gin Gly Ala Met Leu Asp Leu Leu Gly Val Arg 
965 970 975 



Gly Ala His Met Thr Ser Pro Gly Asp Asn Ser Arg Gin Leu Ala Arg 
980 985 990 
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Val Val Ala Ala Ala Val Met Ala Gly Glu Leu Ser Leu Cys Ser Ala 
995 1000 1005 



Leu Ala Ser Gly His Leu Val Lys Ser His lie Gly Leu Asn Arg 
1010 1015 1020 



Ser Ala Leu Asn Thr Pro Ala Met Asp Ser Ser Ala Lys Lys Pro 
1025 1030 1035 



Ala Thr Asp Ala Leu Lys Ser Val Asn Ser Arg Val Pro Gly Arg 
1040 1045 1050 



<210> 288 

<211> 888 

<212> PRT 

<213> Oryctolagus cuniculus 

<400> 288 

Met Leu Ser Arg Leu Phe Arg Met His Gly Leu Phe Val Ala Ser His 
1 5 10 15 



Pro Trp Glu Val lie Val Gly Thr Val Thr Leu Thr lie Cys Met Met 
20 25 30 



Ser Met Asn Met Phe Thr Gly Asn Asp Lys lie Cys Gly Trp Asn Tyr 
35 40 45 



Glu Cys Pro Lys Phe Glu Glu Asp Val Leu Ser Ser Asp lie lie lie 
50 55 60 



Leu Thr lie Thr Arg Cys lie Ala lie Leu Tyr lie Tyr Phe Gin Phe 
65 70 75 80 



Gin Asn Leu Arg Gin Leu Gly Ser Lys Tyr lie Leu Gly lie Ala Gly 
85 90 95 



Leu Phe Thr lie Phe Ser Ser Phe Val Phe Ser Thr Val Val lie His 
100 105 110 



Phe Leu Asp Lys Glu Leu Thr Gly Leu Asn Glu Ala Leu Pro Phe Phe 
115 120 125 



Leu Leu Leu lie Asp Leu Ser Arg Ala Ser Ala Leu Ala Lys Phe Ala 
130 135 140 



Leu Ser Ser Asn Ser Gin Asp Glu Val Arg Glu Asn lie Ala Arg Gly 
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145 



150 



155 



160 



Met Ala lie Leu Gly Pro Thr Phe Thr Leu Asp Ala Leu Val Glu Cys 
165 170 175 



Leu Val lie Gly Val Gly Thr Met Ser Gly Val Arg Gin Leu Glu lie 
180 185 190 



Met Cys Cys Phe Gly Cys Met Ser Val Leu Ala Asn Tyr Phe Val Phe 
195 200 205 



Met Thr Phe Phe Pro Ala Cys Val Ser Leu Val Leu Glu Leu Ser Arg 
210 215 220 



Glu Ser Arg Glu Gly Arg Pro lie Trp Gin Leu Ser His Phe Ala Arg 
225 230 235 240 



Val Leu Glu Glu Glu Glu Asn Lys Pro Asn Pro Val Thr Gin Arg Val 
245 250 255 



Lys Met lie Met Ser Leu Gly Leu Val Leu Val His Ala His Ser Arg 
260 265 270 



Trp lie Ala Asp Pro Ser Pro Gin Asn Ser Thr Ala Asp Asn Ser Lys 
275 280 285 



Val Ser Leu Gly Leu Asp Glu Asn Val Ser Lys Arg lie Glu Pro Ser 
290 295 300 



Val Ser Leu Trp Gin Phe Tyr Leu Ser Lys Met lie Ser Met Asp lie 
305 310 315 320 



Glu Gin Val lie Thr Leu Ser Leu Ala Leu Leu Leu Ala Val Lys Tyr 
325 330 335 



lie Phe Phe Glu Gin Ala Glu Thr Glu Ser Thr Leu Ser Leu Lys Asn 
340 345 350 



Pro lie Thr Ser Pro Val Val Thr Gin Lys Lys Val Pro Asp Ser Cys 
355 360 365 



Cys Arg Arg Glu Pro Val Val Val Arg Asn Asn Gin Lys Phe Cys Ser 
370 375 380 



Val Glu Glu Glu Ala Gly Met Ser Gin Asp Arg Lys Val Glu Val lie 
385 390 395 400 
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